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<210> 1* 
<211> 2506 
<212> DNA 

<213> Thermus aquaticus 
<400> 1 

atgaggggga tgctgcccct ctttgagccc aagggccggg tcctcctggt ggacggccac 60 
cacctggcct .ciccgcacctt ccacgccctg aagggcctca ccaccagccg gggggagccg 120 
gtgcaggcgg tctacggctt cgccaagagc ctcctcaagg ccctcaagga ggacggggac 180 
gcggtgatcg tggtctttga cgccaaggcc ccctccttcc gccacgaggc ctacgggggg 240 
tacaaggcgg gccgggcccc cacgccggag gactttcccc ggcaactcgc cctcatcaag 300 
gagctggtgg acctcctggg gctggcgcgc ctcgaggtcc cgggctacga ggcggacgac 360 
gtcctggcca gcctggccaa gaaggcggaa aaggagggct acgaggtccg catcctcacc 420 
gccgacaaag acctttacca gctcctttcc gaccgcatcc acgtcctcca ccccgagggg 480 
tacctcatca ccccggcctg gctttgggaa aagtacggcc tgaggcccga ccagtgggcc 540 
gactaccggg ccctgaccgg ggacgagtcc gacaaccttc ccggggtcaa gggcatcggg 600 
gagaagacgg cgaggaagct tctggaggag tgggggagcc tggaagccct cctcaagaac 660 
ctggaccggc tgaagcccgc catccgggag aagatcctgg cccacatgga cgatctgaag 720 
ctctcctggg acctggccaa ggtgcgcacc gacctgcccc tggaggtgga cttcgccaaa 780 
aggcgggagc ccgaccggga gaggcttagg gcctttctgg agaggcttga gtttggcagc 840 
ctcctccacg agttcggcct tctggaaagc cccaaggccc tggaggaggc cccctggccc 900 
ccgccggaag gggccttcgt gggctttgtg ctttcccgca aggagcccat gtgggccgat 960 
cttctggccc tggccgccgc cagggggggc cgggtccacc gggcccccga gccttataaa 1020 
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gccctcaggg acctgaagga ggcgcggggg 

ctgagggaag gccttggcct cccgcccggc 

gacccttcca acaccacccc cgagggggtg 

gaggcggggg agcgggccgc cctttccgag 

9 a gggggagg agaggctcct ttggctttac 

ctggcccaca tggaggccac gggggtgcgc 

ctggaggtgg ccgaggagat cgcccgcctc 

cccttcaacc tcaactcccg ggaccagctg 

cccgccatcg gcaagacgga gaagaccggc 

gccctccgcg aggcccaccc catcgtggag 

ctgaagagca cctacattga ccccttgccg 

cacacccgct tcaaccagac ggccacggcc 

ctccagaaca tccccgtccg caccccgctt 

gaggaggggt ggctattggt ggccctggac 

cacctctccg gcgacgagaa cctgatccgg 

gagaccgcca gctggatgtt cggcgtcccc 

gcggccaaga ccatcaactt cggggtcctc 

gagctagcca tcccttacga ggaggcccag 

cccaaggtgc gggcctggat tgagaagacc 

gagaccctct tcggccgccg ccgctacgtg 

cgggaggcgg ccgagcgcat ggccttcaac 

atgaagctgg ctatggtgaa gctcttcccc 

cttcaggtcc acgacgagct ggtcctcgag 

cggctggcca aggaggtcat ggagggggtg 

gtggggatag gggaggactg gctctccgcc 

<210> 2 
<211> 2496 
<212> DNA 

<213> thermus flavus 
<400> 2 

atggcgatgc ttcccctctt tgagcccaaa 
ctggcctacc gcaccttctt tgccctcaag 
caggcggtct acggcttcgc caaaagcctc 



cttctcgcca 


aagacctgag 


cgttctggcc 


1080 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gcccggcgct 


acggcgggga 


gtggacggag 


1200 


aggctcttcg 


ccaacctgtg 


ggggaggctt 


1260 


cgggaggtgg 


agaggcccct 


ttccgctgtc 


1320 


ctggacgtgg 


cctatctcag 


ggccttgtcc 


1380 


gaggccgagg 


tcttccgcct 


ggccggccac 


1440 


gaaagggtcc 


tctttgacga 


gctagggctt 


1500 


aagcgctcca 


ccagcgccgc 


cgtcctggag 


1560 


aagatcctgc 


agtaccggga 


gctcaccaag 


1620 


gacctcatcc 


accccaggac 


gggccgcctc 


1680 


acgggcaggc 


taagtagctc 


cgatcccaac 


1740 


gggcagagga 


tccgccgggc 


cttcatcgcc 


1800 


tatagccaga 


tagagctcag ggtgctggcc 


1860 


gtcttccagg 


aggggcggga 


catccacacg 


1920 


cgggaggccg 


tggaccccct 


gatgcgccgg 


1980 


tacggcatgt 


cggcccaccg 


cctctcccag 


2040 


gccttcattg 


agcgctactt 


tcagagcttc 


2100 


ctggaggagg 


gcaggaggcg ggggtacgtg 


2160 


ccagacctag 


aggcccgggt 


gaagagcgtg 


2220 


atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 


aggctggagg 


aaatgggggc 


caggatgctc 


2340 


gccccaaaag 


agagggcgga ggccgtggcc 


2400 


tatcccctgg 


ccgtgcccct 


ggaggtggag 


2460 


aaggagtgat 


accacc 




2506 


ggccgcgtgc 


tcctggtgga 


cggccaccac 


60 


ggcctcacca 


ccagccgcgg 


cgaacccgtt 


120 


ctcaaggccc 


tgaaggagga 


cggggacgtg 


180 



- 2 - 




gtggtggtgg 


tctttgacgc 


caaggccccc 


tccttccgcc 


acgaggccta 


cgaggcctac 


240 


aaggcgggcc 


gggcccccac 


cccggaggac 


tttccccggc 


agctggccct 


catcaaggag 


300 


ttggtggacc 


tcctaggcct 


tgtgcggctg 


gaggttcccg 


gctttgaggc 


ggacgacgtg 


360 


ctggccaccc 


tggccaagcg 


ggcggaaaag 


gaggggtacg 


aggtgcgcat 


cctcactgcc 


420 


gaccgcgacc 


tctaccagct 


cctttcggag 


cgcatcgcca 


tcctccaccc 


tgaggggtac 


480 


ctgatcaccc 


cggcgtggct 


ttacgagaag 


tacggcctgc 


gcccggagca 


gtgggtggac 


540 


taccgggccc 


tggcggggga 


cccctcggat 


aacatccccg 


gggtgaaggg 


catcggggag 


600 


aagaccgccc 


agaggctcat 


ccgcgagtgg 


gggagcctgg 


aaaacctctt 


ccagcacctg 


660 


gaccaggtga 


agccctcctt 


gcgggagaag 


ctccaggcgg 


gcatggaggc 


cctggccctt 


720 


tcccggaagc 


tttcccaggt 


gcacactgac 


ctgcccctgg 


aggtggactt 


cgggaggcgc 


780 


cgcacaccca 


acctggaggg 


tctgcgggct 


tttttggagc 


ggttggagtt 


tggaagcctc 


840 


ctccacgagt 


tcggcctcct 


ggaggggccg 


aaggcggcag 


aggaggcccc 


ctggccccct 


900 


ccggaagggg 


cttttttggg 


cttttccttt 


tcccgtcccg 


agcccatgtg 


ggccgagctt 


960 


ctggccctgg 


ctggggcgtg 


ggaggggcgc 


ctccatcggg 


cacaagaccc 


ccttaggggc 


1020 


ctgagggacc 


ttaagggggt 


gcggggaatc 


ctggccaagg 


acctggcggt 


tttggccctg 


1080 


c 999 a 999 cc 


tggacctctt 


cccagaggac 


gaccccatgc 


tcctggccta 


ccttctggac 


1140 


ccctccaaca 


ccacccctga 


gggggtggcc 


cggcgttacg 


ggggggagtg 


gacggaggat 


1200 


gcgggggaga 


gggccctcct 


ggccgagcgc 


ctcttccaga 


ccctaaagga 


gcgccttaag 


1260 


ggagaagaac 


gcctgctttg 


gctttacgag 


gaggtggaga 


agccgctttc 


ccgggtgttg 


1320 


gcccggatgg 


aggccacggg 


ggtccggctg 


gacgtggcct 


acctccaggc 


cctctccctg 


1380 


gaggtggagg 


cggaggtgcg 


ccagctggag 


gaggaggtct 


tccgcctggc 


cggccacccc 


1440 


ttcaacctca 


actcccgcga 


ccagctggag 


cgggtgctct 


ttgacgagct 


gggcctgcct 


1500 


gccatcggca 


agacggagaa 


gacggggaaa 


cgctccacca 


gcgctgccgt 


gctggaggcc 


1560 


ctgcgagagg 


cccaccccat 


cgtggaccgc 


atcctgcagt 


accgggagct 


caccaagctc 


1620 


aagaacacct 


acatagaccc 


cctgcccgcc 


ctggtccacc 


ccaagaccgg 


ccggctccac 


1680 


acccgcttca 


accagacggc 


caccgccacg 


ggcaggcttt 


ccagctccga 


ccccaacctg 


1740 


cagaacatcc 


ccgtgcgcac 


ccctctgggc 


cagcgcatcc 


gccgagcctt 


cgtggccgag 


1800 


gagggctggg 


tgctggtggt 


cttggactac 


agccagattg 


agcttcgggt 


cctggcccac 


1860 


ctctccgggg 


acgagaacct 


gatccgggtc 


tttcaggagg 


ggagggacat 


ccacacccag 


1920 


accgccagct 


ggatgttcgg 


cgtttccccc 


gaaggggtag 


accctctgat 


gcgccgggcg 


1980 


gccaagacca 


tcaacttcgg 


ggtgctctac 


ggcatgtccg 


cccaccgcct 


ctccggggag 


2040 



ctttccatcc cctacgagga ggcggtggcc 

aaggtgcggg cctggattga ggggaccctc 

accctcttcg gccgccggcg ctatgtgccc 

gaggcggcgg agcgcatggc cttcaacatg 

aagctggcca tggtgcggct tttcccccgg 

caggtgcacg acgagctggt cctcgaggcc 

ttggccaagg aggtcatgga gggggtctgg 

ggcctggggg aggactggct ctccgccaag 

<210> 3 
<211> 2511 
<212> DNA 

<213> Thermus thermophilics 
<400> 3 

atgaattccg aggcgatgct tccgctcttt 
ggccaccacc tggcctaccg caccttcttc 
gaaccggtgc aggcggtcta cggcttcgcc 
gggtacaagg ccgtcttcgt ggtctttgac 
tacgaggcct acaaggcggg gagggccccg 
ctcatcaagg agctggtgga cctcctgggg 
gcggacgacg ttctcgccac cctggccaag 
atcctcaccg ccgaccgcga cctctaccaa 
cccgagggcc acctcatcac cccggagtgg 
cagtgggtgg acttccgcgc cctcgtgggg 
ggcatcgggg agaagaccgc cctcaagctc 
ctcaagaacc tggaccgggt aaagccagaa 
gaagacctca ggctctcctt ggagctctcc 
gacctcgccc aggggcggga gcccgaccgg 
gagttcggca gcctcctcca cgagttcggc 
gccccctggc ccccgccgga aggggccttc 
atgtgggcgg agcttaaagc cctggccgcc 
gaccccttgg cggggctaaa ggacctcaag 
gccgtcttgg cctcgaggga ggggctagac 
gcctacctcc tggacccctc caacaccacc 



ttcattgagc 


gctacttcca 


gagctacccc 


2100 


gaggagggcc 


gccggcgggg 


gtatgtggag 


2160 


gacctcaacg 


cccgggtgaa 


gagcgtgcgc 


2220 


ccggtccagg 


gcaccgccgc 


cgacctcatg 


2280 


cttcaggaac 


tgggggcgag 


gatgcttttg 


2340 


cccaaggacc 


gggcggagag 


ggtagccgct 


2400 


cccctgcagg 


tgcccctgga 


ggtggaggtg 


2460 


gagtag 






2496 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


ctttgggaga 


agtacggcct 


caggccggag 


540 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


tgcagggacg 


gccgggtgca 


ccgggcagca 


1020 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 
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gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


catggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


caaaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


ccacgacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtta 


9 


2511 



<210> 4 
<211> 832 
<212> PRT 

<213> Thermus aquaticus 
<400> 4 

Met Arg Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu 
15 10 15 

Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys Gly 
20 25 30 

Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala 
35 40 45 

Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie Val 
50 55 60 
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Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly Gly 
65 70 75 80 

Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu 
85 90 95 

Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu Glu 
100 105 110 

Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys Lys 
115 120 125 

Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys Asp 
130 135 140 

Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu Gly 
145 150 155 160 

Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro 
165 170 175 

Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp Asn 
180 185 190 

Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu Leu 
195 200 205 

Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg Leu 
210 215 220 

Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu Lys 
225 230 235 240 

Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu Val 
245 250 255 

Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala Asp 
305 310 315 320 

Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala Pro 
325 330 335 

Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 




Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu 
405 410 415 

Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu 
420 425 430 

Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala 
450 455 460 

Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr 
530 535 540 

Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His Thr 
625 630 635 640 

Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu Glu 
675 680 685 

Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg 



725 



730 



735 
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Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val His 
770 775 780 

Asp Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val Ala 
785 790 7yb 

Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro 



805 



Leu Glu 



Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys Glu 



820 



825 



830 



<210> 5 
<211> 831 
<212> PRT 

<213> thermus flavus 
<400> 5 



Set Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 



10 



Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 



Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 

35 40 " 

Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Val Val Val Val Val 
50 55 60 



Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu Ala Tyr 
65 70 75 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 

Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Val Arg Leu Glu Val 



100 



105 



Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Arg Ala 



Pro 

115 



120 125 



Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 



130 135 



Tyr Gin Leu Leu Ser Glu Arg lie Ala lie Leu His Pro Glu Gly Tyr 



145 



150 155 



Leu lie Thr Pro Ala Trp Leu Tyr Glu Lys Tyr Gly Leu Arg Pro Glu 

Asp 

180 185 I 90 



165 170 
Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
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Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Gin Arg Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Phe Gin His Leu Asp Gin Val Lys 
210 215 220 

Pro Ser Leu Arg Glu Lys Leu Gin Ala Gly Met Glu Ala Leu Ala Leu 
225 230 235 240 

Ser Arg Lys Leu Ser Gin Val His Thr Asp Leu Pro Leu Glu Val Asp 
245 250 255 

Phe Gly Arg Arg Arg Thr Pro Asn Leu Glu Gly Leu Arg Ala Phe Leu 
260 265 270 

Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu Glu 
275 280 285 

Gly Pro Lys Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly Ala 
290 295 300 

Phe Leu Gly Phe Ser Phe Ser Arg Pro Glu Pro Met Trp Ala Glu Leu 
305 310 315 320 

Leu Ala Leu Ala Gly Ala Trp Glu Gly Arg Leu His Arg Ala Gin Asp 
325 330 335 

Pro Leu Arg Gly Leu Arg Asp Leu Lys Gly Val Arg Gly lie Leu Ala 
340 345 350 

Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly Leu Asp Leu Phe Pro 
355 360 365 

Glu Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn Thr 
370 375 380 

Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu Asp 
385 390 395 400 

Ala Gly Glu Arg Ala Leu Leu Ala Glu Arg Leu Phe Gin Thr Leu Lys 
405 410 415 

Glu Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu Glu Val 
420 425 430 

Glu Lys Pro Leu Ser Arg Val Leu Ala Arg Met Glu Ala Thr Gly Val 
435 440 445 

Arg Leu Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Val Glu Ala 
450 455 460 

Glu Val Arg Gin Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His Pro 
465 470 475 480 

Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp Glu 
485 490 495 

Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg Ser 
500 505 510 

Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie Val 
515 520 525 




Asp Arg lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Asn Thr Tyr 
530 535 540 

lie Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Gly Arg Leu His 
545 550 555 560 

Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser Ser 
565 570 575 

Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin Arg 
580 585 590 

He Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Val Leu Val Val Leu 
595 600 605 

Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly Asp 
610 615 620 

Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His Thr Gin 
625 630 635 640 

Thr Ala Ser Trp Met Phe Gly Val Ser Pro Glu Gly Val Asp Pro Leu 
645 650 655 

Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr Gly Met 
660 665 670 

Ser Ala His Arg Leu Ser Gly Glu Leu Ser He Pro Tyr Glu Glu Ala 
675 680 685 

Val Ala Phe He Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val Arg Ala 
690 695 700 

Trp He Glu Gly Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val Glu 
705 710 715 720 

Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg Val 
725 730 735 

Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro Val 
740 745 750 

Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Arg Leu Phe 
755 760 765 

Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val His Asp 
770 775 780 

Glu Leu Val Leu Glu Ala Pro Lys Asp Arg Ala Glu Arg Val Ala Ala 
785 790 795 800 

Leu Ala Lys Glu Val Met Glu Gly Val Trp Pro Leu Gin Val Pro Leu 
805 810 815 

Glu Val Glu Val Gly Leu Gly Glu Asp Trp Leu Ser Ala Lys Glu 
820 825 830 

<210> 6 
<211> 836 
<212> PRT 

<213> Thermus thermophilus 
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<400> 6 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 
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Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Asp Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 



His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 
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Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asp Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 
835 

<210> 7 
<211> 2502 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<220> 

<221> misc_feature 
<222> (4) . . (5) 

<223> n at these positions can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (181) . . (182) 

<223> n at these positions can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (190) 

<223> n at this position can be a, c, t, or g. 
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<220> 

<221> misc_feature 
<222> (366) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (617) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (628) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (685) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (714) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_feature 
<222> (722) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (738) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (784) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_feature 
<222> (1022) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (1029) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_feature 
<222> (1038) 

<223> n at this position can be a, c, t, or g 
<220> 

<221> misc_f eature 
<222> (1053) 

<223> n at this position can be a, c, t, or g 
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<220> 

<221> misc_feature 
<222> (1098) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1105) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1206) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_f eature 
<222> (1227) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1244) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> mi sc_f eature 
<222> (1251) . . (1253) 

<223> n at these positions can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1350) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> mi sc_f eature 
<222> (1380) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1497) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1530) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1569) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> mi sc_f eature 
<222> (1572) 

<223> n at this position can be a, c, t, or g. 
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<220> 

<221> misc__f eature 
<222> (1641) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_f eature 
<222> (1653) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_feature 
<222> (1655) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_f eature 
<222> (1770) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc_f eature 
<222> (1812) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> misc^f eature 
<222> (2319) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> mi sc_f eature 
<222> (2346) 

<223> n at this position can be a, c, t, or g. 
<220> 

<221> mi sc_f eature 
<222> (2396) 

<223> n at this position can be a, c, t, or g. 
<400> 7 



atgnnggcga 


tgcttcccct 


ctttgagccc 


aaaggccggg 


tcctcctggt 


ggacggccac 


60 


cacctggcct 


accgcacctt 


cttcgccctg 


aagggcctca 


ccaccagccg 


gggcgaaccg 


120 


gtgcaggcgg 


tctacggctt 


cgccaagagc 


ctcctcaagg 


ccctgaagga 


ggacggggac 


180 


nnggcggtgn 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cgggccgggc 


ccccaccccg 


gaggactttc 


cccggcagct 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggcttgcg 


cgcctcgagg 


tccccggcta 


cgaggcggac 


360 


gacgtnctgg 


ccaccctggc 


caagaaggcg 


gaaaaggagg ggtacgaggt 


gcgcatcctc 


420 


accgccgacc 


gcgacctcta 


ccagctcctt 


tccgaccgca 


tcgccgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


gtggctttgg 


gagaagtacg 


gcctgaggcc 


ggagcagtgg 


540 


gtggactacc 


gggccctggc 


gggggacccc 


tccgacaacc 


tccccggggt 


caagggcatc 


600 


ggggagaaga 


ccgcccngaa 


gctcctcnag 


gagtggggga 


gcctggaaaa 


cctcctcaag 


660 
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aacctggacc 


gggtgaagcc 


cgccntccgg 


gagaagatcc 


aggcccacat 


ggangacctg 


720 


angctctcct 


gggagctntc 


ccaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aagnggcggg 


agcccgaccg 


ggaggggctt 


agggcctttc 


tggagaggct 


ggagtttggc 


840 


agcctcctcc 


acgagttcgg 


cctcctggag 


ggccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtcctttccc 


gccccgagcc 


catgtgggcc 


960 


gagcttctgg 


ccctggccgc 


cgccagggag 


ggccgggtcc 


accgggcacc 


agaccccttt 


1020 


angggcctna 


gggacctnaa 


ggaggtgcgg 


ggnctcctcg 


ccaaggacct 


ggccgttttg 


1080 


gccctgaggg 


agggcctnga 


cctcntgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggacccct 


ccaacaccac 


ccccgagggg 


gtggcccggc 


gctacggggg 


ggagtggacg 


1200 


gaggangcgg 


gggagcgggc 


cctcctntcc 


gagaggctct 


tccngaacct 


nnngcagcgc 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccaggagg 


tggagaagcc 


cctttcccgg 


1320 


gtcctggccc 


acatggaggc 


cacgggggtn 


cggctggacg 


tggcctacct 


ccaggccctn 


1380 


tccctggagg 


tggcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagctnggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacn 


ggcaagcgct 


ccaccagcgc 


cgccgtgctg 


1560 


gaggccctnc 


gngaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacat 


ngaccccctg 


ccngncctcg 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccn 


ctgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggagg 


gntgggtgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgggtcctg 


1860 


gcccacctct 


ccggggacga 


gaacctgatc 


cgggtcttcc 


aggaggggag 


ggacatccac 


1920 


acccagaccg 


ccagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtccgccca 


ccgcctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttca 


ttgagcgcta 


cttccagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggccatggt 


gaagctcttc 


ccccggctnc 


aggaaatggg 


ggccaggatg 


2340 


ctcctncagg 


tccacgacga 


gctggtcctc 


gaggccccca 


aagagcgggc 


ggaggnggtg 


2400 


gccgctttgg 


ccaaggaggt 


catggagggg 


gtctatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctctcc 


gccaaggagt 


ag 




2502 
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<210> 8 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<220> 

<221> SITE 
<222> (2) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (63) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (109) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (186) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (205) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (209) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 

<222> (227) . . (228) 

<223> Xaa at these positions can be any amino acid. 
<220> 

<221> SITE 
<222> (233) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (240) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 

<222> (243) . . (244) 

<223> Xaa at these positions can be any amino acid. 
<220> 

<221> SITE 
<222> (247) 

<223> Xaa at this position can be any amino acid. 
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<220> 

<221> SITE 
<222> (260) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (290) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (329) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (336) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (340) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (368) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (414) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 

<222> (417) . . (418) 

<223> Xaa at these positions can be any amino acid. 
<220> 

<221> SITE 
<222> (431) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (551) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (605) 

<223> Xaa at this position can be any amino acid. 
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<220> 

<221> SITE 
<222> (773) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (794) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (798) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (823) 

<223> Xaa at this position can be any amino acid. 
<220> 

<221> SITE 
<222> (833) 

<223> Xaa at this position can be any amino acid. 
<400> 8 

Met Xaa Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu 
15 10 15 

Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly 
20 25 30 

Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala 
35 40 45 

Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val Xaa Val 
50 55 60 

Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu Ala 
65 70 75 80 

Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu 
85 90 95 

Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Xaa Arg Leu Glu 
100 105 110 

Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys 
115 120 125 

Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp 
130 135 140 

Leu Tyr Gin Leu Leu Ser Asp Arg lie Ala Val Leu His Pro Glu Gly 
145 150 155 160 

Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg Pro 
165 170 175 

Glu Gin Trp Val Asp Tyr Arg Ala Leu Xaa Gly Asp Pro Ser Asp Asn 
180 185 190 
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• 



Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Xaa Lys Leu Leu 
195 200 205 

Xaa Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp Arg Val 
210 215 220 

Lys Pro Xaa Xaa Arg Glu Lys lie Xaa Ala His Met Glu Asp Leu Xaa 
225 230 235 240 

Leu Ser Xaa Xaa Leu Ser Xaa Val Arg Thr Asp Leu Pro Leu Glu Val 
245 250 255 

Asp Phe Ala Xaa Arg Arg Glu Pro Asp Arg Glu Gly Leu Arg Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Xaa Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Leu Ala Leu Ala Ala Ala Arg Xaa Gly Arg Val His Arg Ala Xaa 
325 330 335 

Asp Pro Leu Xaa Gly Leu Arg Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly Leu Asp Leu Xaa 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Phe Xaa Asn Leu 
405 410 415 

Xaa Xaa Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Xaa Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Val Ala 
450 455 460 

Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 
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Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr lie Asp Pro Leu Pro Xaa Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Xaa Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Xaa Glu Met Gly Ala Arg Met Leu Leu Gin Val His 
770 775 780 

Asp Glu Leu Val Leu Glu Ala Pro Lys Xaa Arg Ala Glu Xaa Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Xaa Gly Glu Asp Trp Leu Ser Ala Lys Glu 
820 825 830 

Xaa 
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<210> 9 
<211> 53 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 9 

uucgcuuucu ucccuuccuu ucucgccacg uucgccggcu uuccccguca age 53 

<210> 10 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 10 

aeggggaaag ccggcgaacg tggcgagaaa 30 

<210> 11 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 11 

attagaaagg aagggaagaa agegaa 26 

<210> 12 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 12 

aeggggaaag ccggcgaacg tggegagaac 30 

<210> 13 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 13 

ettgaegggg aaagccggcg aacgtggcgc 30 

<210> 14 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 14 

agaaaggaag ggaagaaagc gaa 



23 



<210> 15 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 15 

agggagaagg caactggacc gaaggcc 27 

<210> 16 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_feature 
<222> (1) 

<223> The residue at this position is linked to a spacer 
containing a fluorescein label. 

<220> 

<221> modif ied_base 
<222> (34) 

<223> The residue at this position can be a, c, t, or g; 
the 3' end is modified with a dideoxynucleotide . 

<220> 

<223> Description of Artificial Sequence: Synthetic 



<210> 17 
<211> 640 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 17 
gggagcccag 


cuaugaacuc 


cuucuccaca 


agcgccuucg 


guccaguugc 


cuucucccug 


60 


gggcugcucc 


ugguguugcc 


ugcugccuuc 


ccugccccag 


uacccccagg 


agaagauucc 


120 


aaagauguag 


ccgccccaca 


cagacagcca 


cucaccucuu 


cagaacgaau 


ugacaaacaa 


180 


auucgguaca 


uccucgacgg 


caucucagcc 


cugagaaagg 


agacauguaa 


caagaguaac 


240 


augugugaaa 


gcagcaaaga 


ggcacuggca 


gaaaacaacc 


ugaaccuucc 


aaagauggcu 


300 


gaaaaagaug 


gaugcuucca 


aucuggauuc 


aaugaggaga 


cuugccuggu 


gaaaaucauc 


360 


acuggucuuu 


uggaguuuga 


gguauaccua 


gaguaccucc 


agaacagauu 


ugagaguagu 


420 


gaggaacaag 


ccagagcugu 


ccagaugagu 


acaaaagucc 


ugauccaguu 


ccugcagaaa 


480 



<400> 16 

cgaaattaat acgcttgtgg agaaggagtt catn 



34 
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aaggcaaaga aucuagaugc aauaaccacc ccugacccaa ccacaaaugc cagccugcug 540 

acgaagcugc aggcacagaa ccaguggcug caggacauga caacucaucu cauucugcgc 600 

agcuuuaagg aguuccugca guccagccug agggcucuuc 640 

<210> 18 
<211> 53 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 18 

gctatgaact ccttctccac aagcgccttc ggtccagttg ccttctccct ggg 53 

<210> 19 
<211> 214 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 19 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
15 10 15 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu 
20 25 30 

Phe Ala Asn Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp 
35 40 45 

Leu Tyr Arg Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met 
50 55 60 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser 
65 70 75 80 

Leu Glu Val Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg 
85 90 95 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
100 105 110 

Val Leu Phe Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys 
115 120 125 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
130 135 140 

Ala His Pro lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys 
145 150 155 160 

Leu Lys Ser Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg 
165 170 175 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
180 185 190 
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Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
195 200 205 

Pro Leu Gly Gin Arg lie 
210 

<210> 20 
<211> 214 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 20 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
15 10 15 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
20 25 30 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
35 40 45 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
50 55 60 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
65 70 75 80 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
85 90 95 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
100 105 HO 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
115 120 125 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
130 135 140 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
145 150 155 160 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
165 170 175 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
180 185 190 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
195 200 205 

Pro Leu Gly Gin Arg He 
210 
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<210> 21 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_feature 

<222> (1) . . . t i ^ *-« a 

<223> The residue at this position is linked to a 

fluorescein label. 

<220> 

<221> misc_feature 

<222> (4) , 
<223> The residue at this position is linked to a spacer 
containing a Cy3 abasic linker group. 

<223> Description of Artificial Sequence: Synthetic 

<400> 21 14 
cgcttctcgc tcgc 

<210> 22 
<211> 18 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 

<400> 22 18 
acggaacgag cgtctttg 

<210> 23 
<211> 32 
<212> DNA 

<213> Artificial Sequence 

<223^ Description of Artificial Sequence: Synthetic 

<400> 23 32 
gcgagcgaga cagcgaaaga cgcucguucc gu 

<210> 24 
<211> 32 
<212> DNA 

<213> Artificial Sequence 

<220> , 
<2 23> Description of Artificial Sequence: Synthetic 

<400> 24 32 
gcgagcgaga cagcgaaaga cgctcgttcc gt 
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<210> 25 

<211> 29 

<212> DNA 

<213> Artificial Sequence 



<220> „ u , 

<223> Description of Artificial Sequence: Syntheti 

<400> 25 

acggaacgag cgtctttcat ctgtcaatc 

<210> 26 
<211> 16 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_feature 

< 222> (1) v ^ . 

<223> The residue at this position is linked to a 

tetrachlorof luorescein . 



<220> 0 ^. 

<223> Description of Artificial Sequence: Synthetic 

<400> 26 

ttttcaactg ccgtga 

<210> 27 
<211> 37 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 
<220> 

<221> modified_base 

<222> (1) - ™ 

<223> The residue at this position can be a, c, t, o] 

and is modified with a biotin-streptavitin 
complex . 

<400> 27 

nucacggcag uuggugcgcc ucggaacgag gcgcacg 

<210> 28 
<211> 36 
<212> DNA 

<213> Artificial Sequence 

<220> „ _ _ . 

<223> Description of Artificial Sequence: Synthetic 

<400> 28 

tcacggcagt tggtgcgcct cggaacgagg cgcacg 

<210> 29 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<221> modif ied_base 
<222> (30) 

<223> The residue at this position can be a, c, t, or 
is modified with an amine moiety. 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 29 

cggaggaagc agttggtgcg cctcgttaan 

<210> 30 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> mis cofeature 
<222> (1) 

<223> The residue at this position is linked to a 
fluorescein label . 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 30 

tccttctcaa ctgcttcctc eg 

<210> 31 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modif ied_base 

<222> (28) 

<223> The residue at this position can be a, c, t, or 
and is modified with a biotin moiety. 

<220> . 
<223> Description of Artificial Sequence: Synthetic 

<400> 31 

aacgaggege acctcaaatc tccctttn 

<210> 32 
<211> 16 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> misc_feature 
<222> (1) 

<223> The residue at this position is linked to a 
fluorescein label. 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 32 

ttttcgctgt etcget 
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<210> 33 

<211> 13 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 33 

acgagcgtct ttg 13 

<210> 34 

<211> 25 

<212> DNA 

<213> Artificial Sequence 



<220> 

<221> misc_feature 
<222> (1) 

<223> The residue at this position is linked to a 
fluorescein label. 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 34 

agcgagacag cgaaagacgc tcgtt 25 



<210> 35 

<211> 26 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 35 

ucacggcagu uggugcggaa cgcacg 26 



<210> 36 

<211> 26 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 36 

tcacggcagt tggtgcggaa cgcacg 26 

<210> 37 

<211> 36 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 37 

cacgaattcg gggatgctgc ccctctttga gcccaa 36 
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<210> 38 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 38 

gtgagatcta tcactccttg gcggagagcc agtc 

<210> 39 
<211> 2502 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 39 
atgaau tcgg 


ggatgcugcc 


v_v_ u u uy ciy 


W ^> CLCLVJ y y V* 


crocrt* cctcct 


crcr t ocra c crcr c 

yy *-yy «*^yy^- 


60 


caccacctgg 


cccaccy cac 




i*. uy cioy yy 


~u> V«» d w w ci w w v*y 


c c aacraaa aa 


120 


ccggtgcagg 


cggtctacgg 


CI- t-CgCCctciy 




st ncir* r*r*1~ r*a 
ct.y y L- Vm>clci 


yy<ayycn-yyy 


180 


gacgcggtga 


tcgtggtctt 


cgacgccaag 




l. v*. *»« y v«. \~ »l y ci 


yy i*c*^yyy 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaygac 1. 1 uc 


/*■*/"*■ c*cicic* si apt* 
L^LfV^y y uaa^ u 


L.uv^ u a. i_ o 


300 


aaggagctgg 


tggacctcct 




cgccccgagg 


tcccgygcta 


cyctyycyycu- 


J O v 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gccacgaggc 




"1 ^ V 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggg 


ggccgggtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


ccaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct 


gtgggggagg 


1260 
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cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


acatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgggga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccggggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg ggccaggatg 


2340 


ctccttcagg 


tccacgacga 


gctggtcctc 


gaggccccaa 


aagagagggc ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagt 


ga 




2502 



<210> 40 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 40 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 
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Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Gly Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 
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Arg Val Lys Ser Val Arg Glu Ala 
740 

Pro Val Arg Gly Thr Ala Ala Asp 
755 760 

Leu Phe Pro Arg Leu Glu Glu Met 
770 775 

His Asp Glu Leu Val Leu Glu Ala 
785 790 

Ala Arg Leu Ala Lys Glu Val Met 
805 

Pro Leu Glu Val Glu Val Gly He 
820 

Glu 



Ala Glu Arg Met Ala Phe Asn Met 
745 750 

Leu Met Lys Leu Ala Met Val Lys 
765 

Gly Ala Arg Met Leu Leu Gin Val 
780 

Pro Lys Glu Arg Ala Glu Ala Val 
795 800 

Glu Gly Val Tyr Pro Leu Ala Val 
810 815 

Gly Glu Asp Trp Leu Ser Ala Lys 
825 830 



<210> 41 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 41 

cacgaattcc gaggcgatgc ttccgctc 28 

<210> 42 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 42 

tcgacgtcga ctaacccttg gcggaaagcc 30 

<210> 43 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 43 

gcatcgcctc ggaattcatg gtc 23 

<210> 44 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 44 

atagccatgg tggagcggcc gctctcccgg 



30 



<210> 45 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 45 

aagcgtcgac tcaatcctgc ttcgcctcca gcc 33 

<210> 46 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<210> 47 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 47 

ccgggagagc ggccgctcca c 21 

<210> 48 
<211> 2508 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 48 
atggaattca 


ccccactttt 


tgacctggag 


gaacccccca 


agcgggtgct 


tctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttctat 


gccctgagcc 


tcaccacctc 


ccggggggag 


120 


ccggtgcaga 


tggtctacgg 


cttcgcccgg 


agcctcctca 


aggccttgaa 


ggaggacgga 


180 


caggcggtgg 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cgggccgggc 


ccccaccccg 


gaggacttcc 


cccgccagct 


cgccttggtc 


300 


aagcggctgg 


tggaccttct 


gggcctggtc 


cgcctcgagg 


ccccggggta 


cgaggcggac 


360 


gacgtcctgg 


gcaccctggc 


caagaaggcc 


gaaagggagg 


ggatggaggt 


gcgcatcctc 


420 


acgggagacc 


gggacttctt 


ccagctcctc 


tccgagaagg 


tctcggtcct 


cctgccggac 


480 


gggaccctgg 


tcaccccaaa 


ggacgtccag 


gagaagtacg 


gggtgccccc 


ggagcgctgg 


540 



<400> 46 

aatcgaattc accccacttt ttgacctgga gg 



32 
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gtggacttcc 


gcgccctcac 


gggggaccgc 


tcggacaaca 


tccccggggt 


ggcggggata 


600 


ggggagaaga 


ccgcccttcg 


actcctcgca 


gagtggggga 


gcgtggaaaa 


cctcctgaag 


660 


aacctggacc 


gggtaaagcc 


ggactcgctc 


cggcgcaaga 


tagaggcgca 


cctcgaggac 


720 


ctccacctct 


ccttagacct 


ggcccgcatc 


cgcaccgacc 


tccccctgga 


ggtggacttt 


780 


aaggccctgc 


gccgcaggac 


ccccgacctg 


gagggcctga 


gggccttttt 


ggaggagctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctcctgggag 


gggagaagcc 


ccgggaggag 


900 


gccccctggc 


ccccgcccga 


aggggccttc 


gtgggcttcc 


tcctttcccg 


caaggagccc 


960 


atgtgggcgg 


agcttctggc 


cctggcggcg 


gcctcggagg 


gccgggtcca 


ccgggcaaca 


1020 


agcccggttg 


aggccctggc 


cgacctcaag 


gaggcccggg 


ggttcctggc 


caaggacctg 


1080 


gccgttttgg 


ccctgcggga 


gggggtggcc 


ctggacccca 


cggacgaccc 


cctcctggtg 


1140 


gcctacctcc 


tggacccggc 


caacacccac 


cccgaggggg 


tggcccggcg 


ctacgggggc 


1200 


gagttcacgg 


aggacgcagc 


ggagagggcc 


ctcctctccg 


agaggctctt 


ccagaacctc 


1260 


tttccccggc 


tttccgagaa 


gctcctctgg 


ctctaccagg 


aggtggagcg 


gcccctctcc 


1320 


cgggtcttgg 


cccacatgga 


ggcccggggg 


gtgaggctgg 


acgtccccct 


tctggaggcc 


1380 


ctctcctttg 


agctggagaa 


ggagatggag 


cgcctggagg 


gggaggtctt 


ccgtttggcc 


1440 


ggccacccct 


tcaacctcaa 


ctcccgcgac 


cagctggaaa 


gggtcctctt 


tgacgagctg 


1500 


ggcctcaccc 


cggtgggccg 


gacggagaag 


acgggcaagc 


gctccaccgc 


ccagggggcc 


1560 


ctggaggccc 


tccggggggc 


ccaccccatc 


gtggagctca 


tcctccagta 


ccgggagctt 


1620 


tccaagctca 


aaagcaccta 


cctggacccc 


ctgccccggc 


tcgtccaccc 


gcggacgggc 


1680 


cggctccaca 


cccgcttcaa 


ccagacggcc 


acggccacgg 


gaaggctttc 


cagctccgac 


1740 


cccaacctgc 


agaacatccc 


cgtgcgcacc 


cccttggggc 


agcgcatccg 


caaggccttc 


1800 


gtggccgagg 


aggggtggct 


ccttttggcg 


gcggactact 


cccagattga 


gctccgggtc 


1860 


ctggcccacc 


tctcggggga 


cgagaacctg 


aagcgggtct 


tccgggaggg 


gaaggacatc 


1920 


cataccgaga 


ccgccgcctg 


gatgttcggc 


ttagaccccg 


ctctggtgga 


tccaaagatg 


1980 


cgccgggcgg 


ccaagacggt 


caacttcggc 


gtcctctacg 


ggatgtccgc 


ccacaggctc 


2040 


tcccaggagc 


tcggcataga 


ctacaaggag 


gcggaggcct 


ttattgagcg 


ctacttccag 


2100 


agcttcccca 


aggtgcgggc 


ctggatagaa 


aggaccctgg 


aggagggccg 


gacgcggggc 


2160 


tacgtggaga 


ccctgttcgg 


caggaggcgc 


tatgtgcccg 


acctggcctc 


ccgggtccgc 


2220 


tcggtgcggg 


aggcggcgga 


gcggatggcc 


ttcaacatgc 


ccgtgcaggg 


caccgccgcc 


2280 


gacctgatga 


agatcgccat 


ggtcaagctc 


ttccccaggc 


taaagcccct 


gggggcccac 


2340 


ctcctcctcc 


aagtgcacga 


cgagctggtc 


ctggaggtgc 


ccgaggaccg 


ggccgaggag 


2400 
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gccaaggccc tggtcaagga ggtcatggag aacgcctacc ccctggacgt gcccctcgag 2460 

gtggaggtgg gcgtgggtcg ggactggctg gaggcgaagc aggattga 2508 

<210> 49 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 49 

actggaattc ctgcccctct ttgagcccaa g 31 

<210> 50 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 50 

aacagtcgac ctaggccttg gcggaaagcc 30 

<210> 51 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 51 
atggaattcc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


ttctggtgga 


cggccaccac 


60 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg 


ggagccggtc 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga 


cggggatgtg 


180 


gtgatcgtgg 


tgtttgacgc 


caaggccccc 


tccttccgcc 


accagaccta 


cgaggcctac 


240 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct 


tatcaaggag 


300 


atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg 


gctttgaagc 


ggatgacgtc 


360 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcat 


cctcaccgcg 


420 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc 


ggagggttac 


480 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tatgggctta 


agccttccca 


gtgggtggac 


540 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg 


catcggggag 


600 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


ggaagcctgg 


aaaaccttct 


taagcacctg 


660 


gaacaggtga 


aacctgcctc 


cgtgcgggag 


aagatcctta 


gccacatgga 


ggacctcaag 


720 


ctatccctgg 


agctatcccg 


ggtgcacacg 


gacttgctcc 


ttcaggtgga 


cttcgcccgg 


780 


cgccgggagc 


cggaccggga 


ggggcttaag 


gcctttttgg 
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agaggctgga 


gttcggaagc 


840 



ctcctccacg 


agttcggcct 


gttggaaagc 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


cttaacgcct 


tggccgccgc 


ctgggaggga 


gccttgcggg 


ggcttgggga 


ggtgaggggg 


ctgagggaag 


ggattgccct 


ggcaccgggc 


gatccttcca 


acaccgcccc 


cgaaggggta 


gaggcggggg 


aaagggcgct 


gctttccgaa 


aagggggagg 


agaggcttct 


ttggctttac 


ctggcccaca 


tggaggccac 


gggggtacgg 


ctggaggtgg 


aggcggagat 


aaggcgcttc 


cctttcaacc 


tgaactcccg 


ggaccagctg 


cccgccatcg 


gcaagacgga 


gaagacgggc 


gccttgcggg 


aggctcatcc 


catcgtggac 


ctcaagggaa 


cctacatcga 


tcccttgcct 


cacacccgtt 


tcaaccagac 


ggccaccgcc 


ctgcaaaata 


tccccgtgcg 


cacccctttg 


gaggaggggt 


ggaggctggt 


ggttttggac 


cacctttccg 


gggacgagaa 


cctaatccgg 


cagacggcca 


gctggatgtt 


cggcgtgccc 


gcggccaaga 


ccatcaactt 


cggcgtcctc 


gagctggcca 


tcccctacga 


ggaggcggtg 


cccaaggtgc 


gggcctggat 


tgagaaaacc 


gaaaccctct 


ttggccgccg 


gcgctacgtg 


cgggaggcag 


cggagcgcat 


ggccttcaac 


atgaaactgg 


ccatggtgaa 


gctctttccc 


ttgcaggtgc 


acgacgaact 


ggtcctcgag 


caggaggcca 


agcggaccat 


ggaggaggtg 


gtgggcatcg 


gggaggactg 


gctttccgcc 




ccggtggcgg cggaggaagc tccctggccg 900 
ctttcccgcc ccgagcccat gtgggcggag 960 
agggtttacc gggcggagga tcccttggag 1020 
cttttggcca aggacctggc ggtgctggcc 1080 
gacgacccca tgctcctcgc ctacctcctg 1140 
gcccggcgct acggggggga gtggaccgag 1200 
aggctttacg ccgccctcct ggagcggctt 1260 
gaggaggtgg aaaagcccct ttcgcgggtc 1320 
ttggatgtgg cctacttaaa ggccctttcc 13 80 
gaggaggagg tccaccgcct ggccgggcat 1440 
gaaagggtca tctttgacga gcttgggctt 1500 
aagcgctcca ccagcgccgc cgttttggag 1560 
cgcatccttc agtaccggga gctttccaag 1620 
gccctggtcc accccaagac gaaccgcctc 1680 
acggggaggc ttagcagctc ggatcctaat 1740 
ggccagcgga tccgccgggc cttcgtggcc 1800 
tacagccaga ttgagctcag ggtcctggcg 1860 
gtcttccagg agggccagga catccacacc 1920 
ccagaggccg tggattccct gatgcgccgg 1980 
tacggcatgt ccgcccaccg gctttcggga 2040 
gccttcatcg agcggtattt ccagagctac 2100 
ctggcggaag gacgggaacg gggctatgtg 2160 
cccgacttgg cttcccgggt gaagagcatc 222 0 
atgccggtcc aggggaccgc cgcggatttg 2280 
aggcttcagg agctgggggc caggatgctt 2340 
gctcccaagg agcaagcgga ggaagtcgcc 2400 
tggcccctga aggtgccctt ggaggtggaa 2460 
aaggcctag 2499 
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m 




<210> 52 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 52 

cgatctcctc ggccacctcc 20 

<210> 53 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 53 

ggcggtgccc tggacgggca 20 

<210> 54 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 54 

ccagctcgtt gtggacctga 20 

<210> 55 
<211> 2505 
<212> DNA 

<213> Thermus aquaticus 

<220> 

<221> CDS 

<222> (1) . . (2499) 

<400> 55 

atg aat teg ggg atg ctg ccc etc ttt gag ccc aag ggc egg gtc etc 48 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 

15 10 15 

ctg gtg gac ggc cac cac ctg gee tac cgc ace ttc cac gee ctg aag 96 
Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

ggc etc ace ace age egg ggg gag ccg gtg cag gcg gtc tac ggc ttc 144 
Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

gec aag age etc etc aag gee etc aag gag gac ggg gac gcg gtg ate 192 
Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

gtg gtc ttt gac gee aag gee ccc tec ttc cgc cac gag gec tac ggg 240 
Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 
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ggg tac aag gcg ggc egg gec ccc acg ccg gag gac ttt ccc egg caa 288 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

etc gee etc ate aag gag ctg gtg gac etc ctg ggg ctg gcg cgc etc 336 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

gag gtc ccg ggc tac gag gcg gac gac gtc ctg gee age ctg gee aag 3 84 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

aag gcg gaa aag gag ggc tac gag gtc cgc ate etc acc gee gac aaa 432 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

gac ctt tac cag etc ctt tec gac cgc ate cac gtc etc cac ccc gag 480 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 

145 150 155 160 

ggg tac etc ate acc ccg gee tgg ctt tgg gaa aag tac ggc ctg agg 528 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

ccc gac cag tgg gee gac tac egg gee ctg acc ggg gac gag tec gac 576 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

aac ctt ccc ggg gtc aag ggc ate ggg gag aag acg gcg agg aag ctt 624 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

ctg gag gag tgg ggg age ctg gaa gee etc etc aag aac ctg gac egg 672 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

ctg aag ccc gee ate egg gag aag ate ctg gee cac atg gac gat ctg 720 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 

225 230 235 240 

aag etc tec tgg gac ctg gee aag gtg cgc acc gac ctg ccc ctg gag 768 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

gtg gac ttc gee aaa agg egg gag ccc gac egg gag agg ctt agg gee 816 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

ttt ctg gag agg ctt gag ttt ggc age etc etc cac gag ttc ggc ctt 864 
Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

ctg gaa age ccc aag gec ctg gag gag gee ccc tgg ccc ccg ccg gaa 912 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 
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ggg gcc ttc gtg ggc ttt gtg ctt tec cgc aag gag ccc atg tgg gcc 960 
Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 

1008 



1056 



305 










310 










315 






320 


gat 
Asp 


ctt 
Leu 


ctg 
Leu 


gcc 
Ala 


ctg 
Leu 
325 


gcc 
Ala 


gcc 
Ala 


gcc 
Ala 


agg 
Ara 


ggg 

Glv 
330 


ggc egg gtc 
Gly Arg Val 


cac 
His 


egg 
Ara 
335 


gcc 
Ala 


ccc 
Pro 


gag 
Glu 


cct 
Pro 


tat 
Tvr 
340 


aaa 
Lys 


gcc 
Ala 


etc 
Leu 


agg 
Ara 


gac 
Asp 
345 


ctg 
Leu 


aag gag gcg 
Lys Glu Ala 


egg 
Ara 
350 


ggg 

Gly 


ctt 
Leu 


etc 
Leu 


gcc 
Ala 


aaa 
Lys 
355 


gac 
Asp 


ctg 
Leu 


age 
Ser 


gtt 
Val 


ctg 
Leu 
360 


gcc 
Ala 


ctg 
Leu 


agg gaa ggc 
Arg Glu Gly 
365 


ctt 
Leu 


ggc 
Gly 


etc 
Leu 


ccg 
Pro 


ccc 
Pro 
370 


ggc 
Glv 


gac 
Asp 


gac 
Asp 


ccc 
Pro 


atg 
Met 
375 


etc 
Leu 


etc 
Leu 


gcc 

Ala 


tac etc ctg 
Tyr Leu Leu 
380 


gac 
Asp 


cct 
Pro 


tec 
Ser 


aac 
Asn 
385 


acc 
Thr 


acc 
Thr 


ccc 
Pro 


gag 
Glu 


ggg 

Glv 
390 


gtg 
Val 


gcc 
Ala 


egg 
Ara 


cgc 
Ara 


tac ggc ggg 
Tyr Gly Gly 
395 


gag 
Glu 


tgg 
Tro 


acg 
Thr 
400 


gag 
Glu 


gag 
Glu 


gcg 
Ala 


ggg 

Glv 


gag 
Glu 
405 


egg 
Ara 


gcc 
Ala 


gcc 
Ala 


ctt 
Leu 


tec 
Ser 
410 


gag agg etc 
Glu Arg Leu 


ttc 
Phe 


gcc 
Ala 
415 


aac 
Asn 


ctg tgg 
Leu Trp 


ggg 

Glv 


agg 
Arcr 
420 


ctt 
Leu 


gag 
Glu 


ggg 

Glv 


gag 
Glu 


gag 
Glu 
425 


agg 
Ara 


etc ctt tgg 
Leu Leu Trp 


ctt 
Leu 
430 


tac 
Tvr 

JL 


egg 
Ara 


gag gtg 
Glu Val 


gag 
Glu 
435 


agg 

Arg 


ccc 
Pro 


ctt 
Leu 


tec 
Ser 


get 
Ala 
440 


gtc 
Val 


ctg 
Leu 


gcc cac atg 
Ala His Met 
445 


gag 
Glu 


gcc 
Ala 


acg 
Thr 


ggg gtg 
Gly Val 
450 


cgc 
Arcr 


ctg 
Leu 


gac 
Asp 


gtg 
Val 


gcc 
Ala 
455 


tat 
Tvr 


etc 
Leu 


agg 
Ara 


gcc ttg tec 
Ala Leu Ser 
460 


ctg 
Leu 


gag 
Glu 


gtg 
Val 


gcc 
Ala 
465 


gag 
Glu 


gag 
Glu 


ate 
lie 


gcc 
Ala 


cgc 
Arcr 
470 


etc 
Leu 


gag 
Glu 


gcc 
Ala 


gag 
Glu 


gtc ttc cgc 
Val Phe Arg 
475 


ctg 
Leu 


gcc 
Ala 


ggc 

Glv 
480 


cac 
His 


ccc 
Pro 


ttc 
Phe 


aac 
Asn 


etc 
Leu 
485 


aac 
Asn 


tec 
Ser 


egg 
Arg 


gac 
Asp 


cag 
Gin 
490 


ctg gaa agg 
Leu Glu Arg 


gtc 
Val 


etc 
Leu 
495 


ttt 
Phe 


gac gag 
Asp Glu 


eta 
Leu 


ggg 

Gly 
500 


ctt 
Leu 


ccc 
Pro 


gcc 
Ala 


ate 
He 


ggc 
Gly 
505 


aag 
Lys 


acg gag aag 
Thr Glu Lys 


acc 
Thr 
510 


ggc 
Gly 


aag 
Lys 


cgc 
Arg 


tec 
Ser 


acc 
Thr 


age 
Ser 


gcc 
Ala 


gcc 
Ala 


gtc 
Val 


ctg 
Leu 


gag 
Glu 


gcc 
Ala 


etc cgc gag 
Leu Arg Glu 


gcc 
Ala 


cac 
His 


ccc 
Pro 



1104 



1152 



1200 



1248 



1296 



1344 



1392 



1440 



1488 



1536 



1584 



515 520 525 
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ate gtg gag aag ate ctg cag tac egg gag etc ace aag ctg aag age 1632 
lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

acc tac att gac ccc ttg ccg gac etc ate cac ccc agg acg ggc cgc 1680 
Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

etc cac acc cgc ttc aac cag acg gee acg gec acg ggc agg eta agt 172 8 
Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

age tec gat ccc aac etc cag aac ate ccc gtc cgc acc ccg ctt ggg 1776 
Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

cag agg ate cgc egg gee ttc ate gee gag gag ggg tgg eta ttg gtg 1824 
Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

gee ctg gac tat age cag ata gag etc agg gtg ctg gee cac etc tec 1872 
Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

ggc gac gag aac ctg ate egg gtc ttc cag gag ggg egg gac ate cac 1920 
Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

acg gag acc gee age tgg atg ttc ggc gtc ccc egg gag gee gtg gac 1968 
Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

ccc ctg atg cgc egg gcg gee aag acc ate aac ttc ggg gtc etc tac 2016 
Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

ggc atg teg gee cac cgc etc tec cag gag eta gee ate cct tac gag 2064 
Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

gag gee cag gee ttc att gag cgc tac ttt cag age ttc ccc aag gtg 2112 
Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

egg gec tgg att gag aag acc ctg gag gag ggc agg agg egg ggg tac 2160 
Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

gtg gag acc etc ttc ggc cgc cgc cgc tac gtg cca gac eta gag gec 2208 
Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

egg gtg aag age gtg egg gag gcg gee gag cgc atg gee ttc aac atg 2256 
Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

ccc gtc cag ggc acc gee gee gac etc atg aag ctg get atg gtg aag 2304 
Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 
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etc ttc ccc agg ctg gag gaa atg ggg gec agg atg etc ctt cag gtc 2352 
Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

cac aac gag ctg gtc etc gag gec cca aaa gag agg gcg gag gee gtg 2400 
His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

gec egg ctg gec aag gag gtc atg gag ggg gtg tat ccc ctg gec gtg 2448 
Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

ccc ctg gag gtg gag gtg ggg ata ggg gag gac tgg etc tec gee aag 2496 
Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

gag tgatag 2505 
Glu 

<210> 56 
<211> 833 
<212> PRT 

<213> Thermus aquaticus 
<400> 56 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 
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Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 
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lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 



Glu 
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<210> 57 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 57 

caggaggagc tcgttgtgga cctgga 26 

<210> 58 
<211> 836 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 58 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Asp Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 



Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 



405 



410 



415 



His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly 



<210> 59 
<211> 2511 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



835 
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<400> 59 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcagggacg 


gccgggtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccctc 


caacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


catggaggcc 


a ccggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


9999 aa 9 ac 9 


caaaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


a cggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 
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cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


9999 a 99 aa 9 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


ccacaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtta 


9 


2511 



<210> 60 

<211> 50 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 60 

tctagaggat ctatcagtgg tggtggtggt ggtgctcctt ggcggagagc 50 

<210> 61 
<211> 58 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 61 

tgcctgcagg tcgacgctag ctagtggtgg tggtggtggt gacccttggc ggaaagcc 58 

<210> 62 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

<400> 62 



atgaattcgg 


ggatgctgcc 


cctctttgag cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg gaggactttc 


cccggcaact 


cgccctcatc 


300 
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aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggg 


ggccgggtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


ccaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct 


gtgggggagg 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


acatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 
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gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 63 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 63 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 



Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 



<220> 



1 



5 



10 



15 
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Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 



54 - 



Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 64 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



- 55 - 




<4UU> d4 

atgaattccg 


aggcgatgct 


tccgctcttt 


ggccaccacc 


tggcctaccg 


caccttcttc 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


tacgaggcct 


acaaggcggg 


gagggccccg 


ctcatcaagg 


agctggtgga 


cctcctgggg 


gcggacgacg 


ttctcgccac 


cctggccaag 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


cccgagggcc 


acctcatcac 


cccggagtgg 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


gaagacctca 


ggctctcctt 


ggagctctcc 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gagttcggca 


gcctcctcca 


cgagttcggc 


gccccctggc 


ccccgccgga 


aggggccttc 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gccgtcttgg 


cctcgaggga 


ggggctagac 


gcctacctcc 


tggacccctc 


caacaccacc 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctctcccggg 


tcctggccca 


catggaggcc 


caggcccttt 


ccctggagct 


tgcggaggag 


ttggcgggcc 


accccttcaa 


cctcaactcc 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


gcggtgctgg 


aggccctacg 


ggaggcccac 


gagctcacca 


agctcaagaa 


cacctacgtg 


acgggccgcc 


tccacacccg 


cttcaaccag 


tccgacccca 


acctgcagaa 


catccccgtc 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 




na ar , r , r*aaaa 
y d cl v< \* d cl dy 


rrfPCTCICf t~ PCt" 
y^v^yyy ^- ^ i» 


cctoataaac 


60 


yL.ucuyd.ciyy 


y i^i_< L. ci v_. ci 


yctyui-yyyy^ 


120 


ddy ciy > \-r i» ^» 




^-4 23 


180 




rrtrrt" 1~ rrcr 

V_ L- V_» L- i_ ^_«y 


rrsraaaacc 


240 




dL* i- o v_r v_. v_. ^ y 


araart" pctcc 

y \* w 


300 


L. L. L« dv— UUy 


L-^yctyy l.l>v^ 


^yyc l. ci^y ciy 


360 


a ^nrrpnrra a a 
ddy y i^y y ddd 


a. rirra rrocici t" A 


c craao t a c a c 


420 


/"•t* /"■'rri - p* +- r*rrr 
l LL.y u*_u.y 


di—u y v-y L^y v 


v^y iv v^- >w ^ 


480 


/-» 4- 4- 4- rrnna rra 

c t. u y y y ciy ci 


ciy L.dL.y y u. 


r 1 a era cc era a cr 


540 


y a. c c c t. 1- y 


dU>ddd» L^UU 


*^yyyy ^^-»-ciy 


600 


t - /-« a a ptpra frf- 
t«> cuddyy cty (- 


eraaa a a err* p* f 

yyyy^^y c 


aaaaaacctc 


660 


ddi_y i_ \-r^y y y 


a pi a a pra fpaa 
ciy ci ciy a l vua 


era c c c a c a t cr 


720 


cyyy uy i-y cd 


p* rna pp't" prr* 


rrt"craaacrtcf 
^- ^yy a yy ^-y 


780 


na /T/TfTPr p^ ^ +* a 

y ciy yy y c t-a 


ticicit^ fY" t~ p* P 1 1~ 
y yy i>uv>l.l 


yy cs.ya.yy v-. cy 


840 


c t c c t. y y cigg 


r* r*c*(-* prrp c*r*r* 

lllu *--y i»« \_ 


ccf" ncia aa^5 a 

^*^* uyy ay y c*y 


900 


z^r 4™ /t^t/t 4— 4™ /—i /t 

gtgggcuccg 


4- /-i/-i4- /-if- rr* f~*ci 


pppprra rrrrr 
LucL.yay\-\*i* 


v U 


cgc agggacg 


y v-t-yyy *-y ca, 


/*■* r» fro rr r* a a r 1 a 


1020 


gaggcccggg 


/~r/-i /-i 4- r*r* ¥• p*PTP* 
yL-L LCttLyt 


i^ciciyy cii— 


1080 


4- /-t /-» f- rtrT* p'PT 
U tL>y (_y uwu-y 


yyydv*ydi~i*u> 


\rf>ci ^y v \* v*. ^ w 


1140 


cccgaggggg 


tyycycygcy 


u uctuyyyyyy 


1200 




aoa piop 1 t~ ppa 
cty ciy y Lvvci 


t - raoaacctc 


1260 


/-< 4— 4~ 4~ /"t^t/"* /■! ^ 

ecu tygc tct 


a ^ p* a p'PT a prprt - 

cict-cicy dyy l. 


rrrra a a anppp 
y y cici ci cty ^ \* ^ 


1320 


accgyyy cac 


ggegggaegu 


rrrrppt* appht" 


1380 


atccgccgcc 


ccgaggagga 


yytcttccyL 




cgggaccagc 


eggaaagggt 


ftr* 4~ /~< +- 4- fna /~> 

y(JtULtuya\- 




caaaagacag 


geaagege tc 


CaCCaycycc 




cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acggccacgg 


ecaeggggag 


gcttagtagc 


1740 


cgcaccccct 


tgggecagag 


gatccgccgg 


1800 


gtggccctgg 


actatageca 


gatagagctc 


1860 
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cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


9999 a 99 aa 9 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


ccacaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


a tggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 65 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
<400> 65 

Met Asn Ser Glu Ala Met Leu Pro 
1 5 

Leu Leu Val Asp Gly His His Leu 
20 

Lys Gly Leu Thr Thr Ser Arg Gly 
35 40 

Phe Ala Lys Ser Leu Leu Lys Ala 
50 55 

Val Phe Val Val Phe Asp Ala Lys 
65 70 

Tyr Glu Ala Tyr Lys Ala Gly Arg 
85 

Arg Gin Leu Ala Leu lie Lys Glu 
100 

Arg Leu Glu Val Pro Gly Tyr Glu 
115 120 

Ala Lys Lys Ala Glu Lys Glu Gly 
130 135 

Asp Arg Asp Leu Tyr Gin Leu Val 
145 150 



Sequence: Synthetic 



Leu Phe Glu Pro Lys Gly Arg Val 
10 15 

Ala Tyr Arg Thr Phe Phe Ala Leu 
25 30 

Glu Pro Val Gin Ala Val Tyr Gly 
45 

Leu Lys Glu Asp Gly Tyr Lys Ala 
60 

Ala Pro Ser Phe Arg His Glu Ala 
75 80 

Ala Pro Thr Pro Glu Asp Phe Pro 
90 95 

Leu Val Asp Leu Leu Gly Phe Thr 
105 110 

Ala Asp Asp Val Leu Ala Thr Leu 
125 

Tyr Glu Val Arg lie Leu Thr Ala 
140 

Ser Asp Arg Val Ala Val Leu His 
155 160 
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• 



Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Asp Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 



485 



490 



495 
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Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 



- 59- 



Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 66 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 66 

gccgccaggg gcggccgcgt ccaccgggcc 30 

<210> 67 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 67 

gcctgcaggg gcggccgcgt gcaccggggc a 31 

<210> 68 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 68 

ctcctggacc cttcgaacac cacccc 26 

<210> 69 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 69 

gtcctggccc atatggaggc cac 23 

<210> 70 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



-60- 




<*4ft0^> 70 

NT U U ^ /V 

atgaattccg 


aggcgatgct 


tccgctcttt 


ggccaccacc 


tggcctaccg 


caccttcttc 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


tacgaggcct 


acaaggcggg 


gagggccccg 


ctcatcaagg 


agctggtgga 


cctcctgggg 


gcggacgacg 


ttctcgccac 


cctggccaag 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


cccgagggcc 


acctcatcac 


cccggagtgg 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


gaagacctca 


ggctctcctt 


ggagctctcc 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gagttcggca 


gcctcctcca 


cgagttcggc 


gccccctggc 


ccccgccgga 


aggggccttc 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gccgtcttgg 


cctcgaggga 


ggggctagac 


gcctacctcc 


tggacccttc 


gaacaccacc 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctctcccggg 


tcctggccca 


tatggaggcc 


caggcccttt 


ccctggagct 


tgcggaggag 


ttggcgggcc 


accccttcaa 


cctcaactcc 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


gcggtgctgg 


aggccctacg 


ggaggcccac 


gagctcacca 


agctcaagaa 


cacctacgtg 


acgggccgcc 


tccacacccg 


cttcaaccag 


tccgacccca 


acctgcagaa 


catccccgtc 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 




aaacccaaaa 


gccgggtcct 


cctggtggac 


60 


accctaaaao 


gcctcaccac 




120 


aagagcctcc 


fccaaggccct 


QaaQQaQQac 


180 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


a p p p p paa era 

Gi w w w w w*j 13 y 


apt* t - cccccg 


gcagctcgcc 


300 


l> W CL W W W wj w 


t" pcracrcrt - ppp 


caactacaaa 


360 


AaacfPCicraAa 

33 33 


aaaaaaaa t a 


V 3 U 33 ^-3 3 


420 


p1 _ pat'pi"Ppa 

W W W Wf l„ W L- W WW] 


accacatcoc 


cgtcctccac 


480 


pt~ 1" faaaaaa 


aa t acaoc c t 


caaaccQaacr 

<-*y y ^* y "-y 


540 


aacccctcco 

w \* ^ *n 


acaacctccc 


CQaQQt caaa 


600 


ctcaaaaaat 


aaaaaaac c t 


ggaaaacctc 


660 


aapcrtccciaa 


acraacratcaa 


acrcccaccta 


720 


^yyy *~y ^-y ^-ci 


ccaacctccc 

WW W| C*W W l> W W W 


cctaaacrata 

ww wyy **y y ^*y 


780 


cracrcrcicf pt" t~ a 
y ciy y y y ^ c-c* 


era crc c 1 1 c c t 
y y y w w ^* w w w 


yyaya-yy *-y 


840 


pt* ppt"cicr3Cfa 


cccccacccc 

W W v*vvy W W WW 


cc taaaaaaa 


900 


y ^ y y y »— i— ^-»y 


t"ppt"ctccca 

la- WVa* V» W L> W W WWj 




960 


t~ a pa aacscicci 


ctp c aca t a c a 

y wwy wwj u^v<o 


ccoaacaaca 

333 w*A>|j w%a 


1020 




appl - PPT" PCTP 

y w w www L-wyw 




1080 


pt"Pcrt*crpppa 
w w wy ^y * w *^y 


crcrcf a p era c c c 

Wj W V*" >g C*w W W 


catoctcctc 


1140 




t" crcTPCf PcrcTPcr 
»-yy<-y<-yy<-y 


p t" a p aoaaao 
w uciwyyyyyy 


1200 


pt~ cctc tccra 


agaggc t c c a 


tcggaacctc 


1260 


P t" t~ 1" Cf Cf P t" P t* 
w l> u '—y y w w i~ 


a p p a pa a a a t* 




1320 


a p pcrcrcrcrt" a p 
ciwwyyyy i>ciw 


crcr p crcrcf a p a t 

yy^yyy av -y u 


aacctacctt 


1380 


aLucy^v<yLL 


t~ pcra era a aaa 
i_ wy ciy y ciy y ci 


aatrt" t* ppop 
yy l»ww i«wwyw 


1440 




uy y ctcxciy y y v» 


ap t" p t - 1~ t - aa p 

ywWWWlv ^-Vj C*. W 


1500 


w a. d ct ciy a. w ciy 


y wCLciy wy w t- w 


wdw wAy v-y w w 


1560 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acggccacgg 


ecaeggggag 


gcttagtagc 


1740 


cgcaccccct 


tgggecagag 


gatccgccgg 


1800 


gtggccctgg 


actatageca 


gatagagctc 


1860 



- 61 - 



cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


ccacaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 71 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 71 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 
- 62 - 


ccctggagga 


ggccccctgg 


900 




cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct 


gtgggggagg 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ct 99 aaa 999 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg ggtggctatt 


ggtggccctg gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 72 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



- 63 - 



• 



<400> 72 



Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 



- 64 - 




325 



330 



335 



His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 



645 



650 



655 



- 65 - 



Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 73 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 73 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 



-66- 



Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 



Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 
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Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
. 610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 



Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 



- 68 - 



# • 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 74 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 74 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


99t99acggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 



- 69 - 



# • 



ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tggggaagac 


gcaaaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg ggcccgcatg 


2340 


ctcctccagg 


tccacaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 75 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 75 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 



- 70 - 



Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
, 180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 



Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 
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Val Pro Gly Asp Asp 
370 



Asn Thr Thr Pro Glu 
385 

Glu Asp Ala Ala His 
405 



Leu Leu Lys Arg Leu 
420 

Glu Val Glu Lys Pro 
435 

Gly Val Arg Arg Asp 
450 

Ala Glu Glu lie Arg 
465 

His Pro Phe Asn Leu 
485 

Asp Glu Leu Arg Leu 
500 

Arg Ser Thr Ser Ala 
515 

He Val Glu Lys He 
530 

Thr Tyr Val Asp Pro 
545 

Leu His Thr Arg Phe 
565 



Ser Ser Asp Pro Asn 
580 

Gin Arg He Arg Arg 
595 

Ala Leu Asp Tyr Ser 
610 

Gly Asp Glu Asn Leu 
625 

Thr Gin Thr Ala Ser 
645 

Pro Leu Met Arg Arg 
660 

Gly Met Ser Ala His 
675 

Glu Ala Val Ala Phe 
690 



Pro Met Leu Leu Ala Tyr 
375 

Gly Val Ala Arg Arg Tyr 
390 395 

Arg Ala Leu Leu Ser Glu 
410 

Glu Gly Glu Glu Lys Leu 
425 

Leu Ser Arg Val Leu Ala 
440 

Val Ala Tyr Leu Gin Ala 
455 

Arg Leu Glu Glu Glu Val 
470 475 

Asn Ser Arg Asp Gin Leu 
490 

Pro Ala Leu Gly Lys Thr 
505 

Ala Val Leu Glu Ala Leu 
520 

Leu Gin His Arg Glu Leu 
535 

Leu Pro Ser Leu Val His 
550 555 

Asn Gin Thr Ala Thr Ala 
570 

Leu Gin Asn He Pro Val 
585 

Ala Phe Val Ala Glu Ala 
600 

Gin He Glu Leu Arg Val 
615 

He Arg Val Phe Gin Glu 
630 635 

Trp Met Phe Gly Val Pro 
650 

Ala Ala Lys Thr Val Asn 
665 

Arg Leu Ser Gin Glu Leu 
680 

He Glu Arg Tyr Phe Gin 
695 




Leu Leu Asp Pro Ser 
380 

Gly Gly Glu Trp Thr 
400 

Arg Leu His Arg Asn 
415 

Leu Trp Leu Tyr His 
430 

His Met Glu Ala Thr 
445 

Leu Ser Leu Glu Leu 
460 

Phe Arg Leu Ala Gly 
480 

Glu Arg Val Leu Phe 
495 

Gin Lys Thr Gly Lys 
510 

Arg Glu Ala His Pro 
525 

Thr Lys Leu Lys Asn 
540 

Pro Arg Thr Gly Arg 
560 

Thr Gly Arg Leu Ser 
575 

Arg Thr Pro Leu Gly 
590 

Gly Trp Ala Leu Val 
605 

Leu Ala His Leu Ser 
620 

Gly Lys Asp He His 
640 

Pro Glu Ala Val Asp 
655 

Phe Gly Val Leu Tyr 
670 

Ala He Pro Tyr Glu 
685 

Ser Phe Pro Lys Val 
700 
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Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 76 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 76 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 
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# 



gacctcgccc 


a 999gcggg a 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtcca 


ccgggccccc 


1020 


gagccttata 


aagccctcag 


ggacctgaag 


gaggcgcggg 


ggcttctcgc 


caaagacctg 


1080 


agcgttctgg 


ccctgaggga 


aggccttggc 


ctcccgcccg 


gcgacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcccggcg 


ctacggcggg 


1200 


gagtggacgg 


aggaggcggg 


ggagcgggcc 


gccctttccg 


agaggctctt 


cgccaacctg 


1260 


tgggggaggc 


ttgaggggga 


ggagaggctc 


ctttggcttt 


accgggaggt 


ggagaggccc 


1320 


ctttccgctg 


tcctggccca 


tatggaggcc 


acgggggtgc 


gcctggacgt 


ggcctatctc 


1380 


agggccttgt 


ccctggaggt 


ggccgaggag 


atcgcccgcc 


tcgaggccga 


ggtcttccgc 


1440 


ctggccggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


cctctttgac 


1500 


gagctagggc 


ttcccgccat 


cggcaagacg 


gagaagaccg 


gcaagcgctc 


caccagcgcc 


1560 


gccgtcctgg 


aggccctccg 


cgaggcccac 


cccatcgtgg 


agaagatcct 


gcagtaccgg 


1620 


gagctcacca 


a gctgaagag 


cacctacatt 


gaccccttgc 


cggacctcat 


ccaccccagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


a cggccacgg 


ccacgggcag 


gctaagtagc 


1740 


tccgatccca 


acctccagaa 


catccccgtc 


cgcaccccgc 


ttgggcagag 


gatccgccgg 


1800 


gccttcatcg 


ccgaggaggg 


gtggctattg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


agggtgctgg 


cccacctctc 


cggcgacgag 


aacctgatcc 


gggtcttcca 


ggaggggcgg 


1920 


gacatccaca 


cggagaccgc 


cagctggatg 


ttcggcgtcc 


cccgggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gaccatcaac 


ttcggggtcc 


tctacggcat 


gtcggcccac 


2040 


cgcctctccc 


aggagctagc 


catcccttac 


gaggaggccc 


aggccttcat 


tgagcgctac 


2100 


tttcagagct 


tccccaaggt 


gcgggcctgg 


attgagaaga 


ccctggagga 


gggcaggagg 


2160 


cgggggtacg 


tggagaccct 


cttcggccgc 


cgccgctacg 


tgccagacct 


agaggcccgg 


2220 


gtgaagagcg 


tgcgggaggc 


ggccgagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


ggctatggtg 


aagctcttcc 


ccaggctgga 


ggaaatgggg 


2340 


gccaggatgc 


tccttcaggt 


ccacaacgag 


ctggtcctcg 


aggccccaaa 


agagagggcg 


2400 


gaggccgtgg 


cccggctggc 


caaggaggtc 


atggaggggg 


tgtatcccct 


ggccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


aggggaggac 


tggctctccg 


ccaaggagca 


ccaccaccac 


2520 


caccac 












2526 
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<210> 77 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 77 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu 
290 

Pro Pro Glu Gly Ala 
305 

Met Trp Ala Glu Leu 
325 

His Arg Ala Pro Glu 
340 

Arg Gly Leu Leu Ala 
355 

Leu Gly Leu Pro Pro 
370 

Asp Pro Ser Asn Thr 
385 

Glu Trp Thr Glu Glu 
405 

Phe Ala Asn Leu Trp 
420 

Leu Tyr Arg Glu Val 
435 

Glu Ala Thr Gly Val 
450 

Leu Glu Val Ala Glu 
465 

Leu Ala Gly His Pro 
485 

Val Leu Phe Asp Glu 
500 

Thr Gly Lys Arg Ser 
515 

Ala His Pro He Val 
530 

Leu Lys Ser Thr Tyr 
545 

Thr Gly Arg Leu His 
565 

Arg Leu Ser Ser Ser 
580 

Pro Leu Gly Gin Arg 
595 

Leu Leu Val Ala Leu 
610 



Ala Pro Ala Pro Leu Glu 
295 

Phe Val Gly Phe Val Leu 
310 315 

Lys Ala Leu Ala Ala Cys 
330 

Pro Tyr Lys Ala Leu Arg 
345 

Lys Asp Leu Ser Val Leu 
360 

Gly Asp Asp Pro Met Leu 
375 

Thr Pro Glu Gly Val Ala 
390 395 

Ala Gly Glu Arg Ala Ala 
410 

Gly Arg Leu Glu Gly Glu 
425 

Glu Arg Pro Leu Ser Ala 
440 

Arg Leu Asp Val Ala Tyr 
455 

Glu He Ala Arg Leu Glu 
470 475 

Phe Asn Leu Asn Ser Arg 
490 

Leu Gly Leu Pro Ala He 
505 

Thr Ser Ala Ala Val Leu 
520 

Glu Lys He Leu Gin Tyr 
535 

He Asp Pro Leu Pro Asp 
550 555 

Thr Arg Phe Asn Gin Thr 
570 

Asp Pro Asn Leu Gin Asn 
585 

He Arg Arg Ala Phe He 
600 

Asp Tyr Ser Gin He Glu 
615 




Glu Ala Pro Trp Pro 
300 

Ser Arg Pro Glu Pro 
320 

Arg Gly Gly Arg Val 
335 

Asp Leu Lys Glu Ala 
350 

Ala Leu Arg Glu Gly 
365 

Leu Ala Tyr Leu Leu 
380 

Arg Arg Tyr Gly Gly 
400 

Leu Ser Glu Arg Leu 
415 

Glu Arg Leu Leu Trp 
430 

Val Leu Ala His Met 
445 

Leu Arg Ala Leu Ser 
460 

Ala Glu Val Phe Arg 
480 

Asp Gin Leu Glu Arg 
495 

Gly Lys Thr Glu Lys 
510 

Glu Ala Leu Arg Glu 
525 

Arg Glu Leu Thr Lys 
540 

Leu He His Pro Arg 
560 

Ala Thr Ala Thr Gly 
575 

lie Pro Val Arg Thr 
590 

Ala Glu Glu Gly Trp 
605 

Leu Arg Val Leu Ala 
620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg 
625 630 635 640 

Asp lie His Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Glu Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala 
785 790 795 800 

Glu Ala Val Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Glu His His His His His His 
835 840 

<210> 78 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 78 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
999tacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
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gacgtcctgg 


ccagcctggc 


caagaaggcg 


accgccgaca 


aagaccttta 


ccagctcctt 


gggtacctca 


tcaccccggc 


ctggctttgg 


gccgactacc 


gggccctgac 


cggggacgag 


ggggagaaga 


cggcgaggaa 


gcttctggag 


aacctggacc 


ggctgaagcc 


cgccatccgg 


aagctctcct 


gggacctggc 


caaggtgcgc 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agcctcctcc 


acgagttcgg 


ccttctggaa 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gatcttctgg 


ccctggccgc 


cgccaggggc 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gaggacgccg 


cccaccgggc 


cctcctctcg 


ctcgaggggg 


aggagaagct 


cctttggctc 


gtcctggccc 


atatggaggc 


caccggggta 


tccctggagc 


ttgcggagga 


gatccgccgc 


caccccttca 


acctcaactc 


ccgggaccag 


cttcccgcct 


tggggaagac 


gcaaaagaca 


gaggccctac 


gggaggccca 


ccccatcgtg 


aagctcaaga 


acacctacgt 


ggaccccctc 


ctccacaccc 


gcttcaacca 


gacggccacg 


aacctgcaga 


acatccccgt 


ccgcaccccc 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gcccacctct 


ccggcgacga 


gaacctgatc 


acggagaccg 


ccagctggat 


gttcggcgtc 


cgggcggcca 


agaccatcaa 


cttcggggtc 


caggagctag 


ccatccctta 


cgaggaggcc 


ttccccaagg 


tgcgggcctg 


gattgagaag 


gtggagaccc 


tcttcggccg 


ccgccgctac 




gaaaaggagg gctacgaggt ccgcatcctc 420 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 540 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtgc accgggcagc agaccccttg 1020 
ggcctcctcg ccaaggacct cgccgtcttg 1080 
ggggacgacc ccatgctcct cgcctacctc 1140 
gtggcgcggc gctacggggg ggagtggacg 1200 
gagaggctcc atcggaacct ccttaagcgc 1260 
taccacgagg tggaaaagcc cctctcccgg 1320 
cggcgggacg tggcctacct tcaggccctt 1380 
ctcgaggagg aggtcttccg cttggcgggc 1440 
ctggaaaggg tgctctttga cgagcttagg 1500 
ggcaagcgct ccaccagcgc cgcggtgctg 1560 
gagaagatcc tccagcaccg ggagctcacc 1620 
ccaagcctcg tccacccgag gacgggccgc 1680 
gccacgggga ggcttagtag ctccgacccc 1740 
ttgggccaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
caggccttca ttgagcgcta ctttcagagc 2100 
accctggagg agggcaggag gcgggggtac 2160 
gtgccagacc tagaggcccg ggtgaagagc 2220 
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gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 79 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 79 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 
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Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 
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Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 



- 81 - 




<210> 80 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 80 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct 


gtgggggagg 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 
- 82 - 


tgcagtaccg 


ggagctcacc 


1620 



aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


gggagatggg 


ggcccgcatg 


2340 


ctcctccagg 


tccacaacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 




2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggtc 


accaccacca 


ccaccac 


2517 



<210> 81 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 81 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 



- 83 - 



Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 



- 84- 



Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 



- 85 - 



His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 82 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aa 9999cctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacgg£§g 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 
- 86- 


atcggaacct 


ccttaagcgc 


1260 



ctcgaggggg aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagd'gc 


cgccgtcctg 


1560 


gaggccctcc gcgaggccca 


ccccatcgtg gagaagatcc 


tgcagtaccg ggagctcacc 


1620 


aagctgaaga gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg ggccttcatc 


1800 


gccgaggagg ggtggctatt 


ggtggccctg gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg tgcgggcctg 


gattgagaag accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg ggtgaagagc 


2220 


gtgcgggagg cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg ggccaggatg 


2340 


ctccttcagg tccacaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 83 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 83 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 



- 88 - 




Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 



725 



730 



735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 84 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 84 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 



-90- 



gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 

aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 

gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 

gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gtgggggagg 1260 

cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 

gtcctggccc atatggaggc caccggggta cggcgggacg tggcctacct tcaggccctt 1380 

tccctggagc ttgcggagga gatccgccgc ctcgaggagg aggtcttccg cttggcgggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tgctctttga cgagcttagg 1500 

cttcccgcct tggggaagac gcaaaagaca ggcaagcgct ccaccagcgc cgcggtgctg 1560 

gaggccctac gggaggccca ccccatcgtg gagaagatcc tccagcaccg ggagctcacc 1620 

aagctcaaga acacctacgt ggaccccctc ccaagcctcg tccacccgag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggga ggcttagtag ctccgacccc 1740 

aacctgcaga acatccccgt ccgcaccccc ttgggccaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

9tgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

9 a 99t9999 a taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 85 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 85 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 
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Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 



Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 



405 



410 



415 



Leu Trp Gly Arg Leu Glu Gly 
420 



Glu Glu Arg Leu Leu Trp Leu 
425 430 



Tyr Arg 
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Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 



Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



<210> 86 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 86 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 



645 



650 



655 



835 
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accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


caccggggta 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


tccctggagc 


ttgcggagga 


gatccgccgc 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


cttcccgcct 


tggggaagac 


gcaaaagaca 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gaggccctac 


gggaggccca 


ccccatcgtg 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


aagctcaaga 


acacctacgt 


ggaccccctc 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


aacctgcaga 


acatccccgt 


ccgcaccccc 


ttgggccaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


a 999 ca 99 a 9 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 
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ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 87 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 87 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 



- 96 - 





Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 



565 



570 



575 
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Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 88 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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^. *± \J \J ^ Q O 

atgaattcgg 


ggatgctgcc 


cctctttgag 


caccacctgg 


cctaccgcac 


cttccacgcc 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gggtacaagg 


cgggccgggc 


ccccacgccg 


aaggagctgg 


tggacctcct 


ggggctggcg 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


accgccgaca 


aagaccttta 


ccagctcctt 


gggtacctca 


tcaccccggc 


ctggctttgg 


gccgactacc 


gggccctgac 


cggggacgag 


ggggagaaga 


cggcgaggaa 


gcttctggag 


aacctggacc 


ggctgaagcc 


cgccatccgg 


aagctctcct 


gggacctggc 


caaggtgcgc 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agcctcctcc 


acgagttcgg 


ccttctggaa 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gatcttctgg 


ccctggccgc 


cgccaggggc 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


cttgaggggg 


aggagaggct 


cctttggctt 


gtcctggccc 


atatggaggc 


cacgggggtg 


tccctggagg 


tggccgagga 


gatcgcccgc 


caccccttca 


acctcaactc 


ccgggaccag 


cttcccgcca 


tcggcaagac 


ggagaagacc 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


aagctgaaga 


gcacctacat 


tgaccccttg 


ctccacaccc 


gcttcaacca 


gacggccacg 


aacctccaga 


acatccccgt 


ccgcaccccg 


gccgaggagg 


ggtggctatt 


ggtggccctg 



ccccia.gyy cc 
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4— y—\ -a ft ft o f*f* *3 
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ceggggggag 
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^ 4" /™* /"i +■ 

ayCCCCCCCa 


ayycccucaa 


ggaggacggg 


1 on 


/"Y /— * y— * 4"" 4— 

yCCCCCCCCL 


u ccgccacga 


ggccuacggg 
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CCCyyCaaCt 


ft ft ft ft ft f/^af' 

cycccccatc 
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O U VJ 


m m 4* i s^r ^ ft ft 

cgc c u eg ay y 


tcccgggcta 


egaggeggae 


n 


ydaaayyayy 
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CCyCaCCCtC 


/ion 
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uccgaccgca 


4— y*( m a y>« yxty 1"" yM y** £*i 

uccacguccx 


ccaccccgag 


/ion 


gaaaagcacg 


y™f y"i y"* 4— /vyvoo 

gccxgaggcc 


cgaccagcgg 


1)41) 


4- y—1 y-< y-** *— i y-* * y"* y-*( 

uccgacaacc 


4— +- y—i y-i y-* y^W yvy"^ /■"■*■ 4**- 

ttcc cgggg u 


y»4 — * —> ^vy»f yi —s 4— 

caagggca c c 


DlIU 


/^r a /^r+~ ft ft ft ft ft 

gagcggggga 


/— T #— 1 /— t 4— ft ft ^1 ft ft 

ycctggaayc 


ecu ecu Co. ay 


DO u 


gagaagaucc 


^ y~Y/~* y~t y**< y^i y^f ^ 4— 

cggcccacac 


rf™T/^T *^ y™i y-r 4*" /^i y— » 

ggacgauccg 


to n 


«**\ /"! y—l y™f y-*» y— * ^ y*-f y"l 

accgacc ugc 


ccccggaggu 


y— *y-* *^ y-i 4" ^ y^l y-* y— i y»i 

ggacxucgcc 


/oU 


agggccx u tc 


^ -™\ y^T ^ y-»y-^ y^i 4™" 

cggagaggc c 


^— y-w 1 y^f 1 ii 4** 4* y-^y-^ y-^ 

cgagc u egge 


o a n 


agccccaagg 


ccctggagga 


ggccccctgg 


OA A 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


a c a 


ggccgcgtgc 


accgggcagc 


agaccccttg 


T A 1 A 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


T A O A 


ggggacgacc 


y^* y^ a ^ y** y*^ ^ y— i W 

ccaugccccc 


cgcctacctc 


1 1 A A 
X J. 4 U 


gtggcccggc 


gc t acgg egg 


ggagtggacg 


T *5 A A 


gagaggc t c t 


tcgccaacct 


gtgggggagg 


1 O ^ A 


t ac cgggagg 


tggagaggee 


cctttccgct 


1 *3 O A 


cgcctggacg 


1_ ...... — A. _ A. _ 1_ 

cggccxaucx 


cagggecttg 


*I O O A 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gactatagcc 


agatagagct 


cagggtgctg 


1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga gctggtcctc gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 89 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 89 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 



- 100 - 




Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 



- 101 - 





His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



805 



810 



815 



- 102 - 



Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 90 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<4uu> yu 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 
- 103 - 


tcgaggagga 


ggtcttccgc 


1440 



ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


caaaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcatcg 


ccgaggaggg 


gtggctattg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


agggtgctgg 


cccacctctc 


cggcgacgag 


aacctgatcc 


gggtcttcca 


ggaggggcgg 


1920 


gacatccaca 


cggagaccgc 


cagctggatg 


ttcggcgtcc 


cccgggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gaccatcaac 


ttcggggtcc 


tctacggcat 


gtcggcccac 


2040 


cgcctctccc 


aggagctagc 


catcccttac 


gaggaggccc 


aggccttcat 


tgagcgctac 


2100 


tttcagagct 


tccccaaggt 


gcgggcctgg 


attgagaaga 


ccctggagga 


gggcaggagg 


2160 


cgggggtacg 


tggagaccct 


cttcggccgc 


cgccgctacg 


tgccagacct 


agaggcccgg 


2220 


gtgaagagcg 


t9 c 999 a 99 c 


ggccgagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


ggctatggtg 


aagctcttcc 


ccaggctgga 


ggaaatgggg 


2340 


gccaggatgc 


tccttcaggt 


ccacaacgag 


ctggtcctcg 


aggccccaaa 


agagagggcg 


2400 


gaggccgtgg 


cccggctggc 


caaggaggtc 


atggaggggg 


tgtatcccct 


ggccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


aggggaggac 


tggctctccg 


ccaaggagca 


ccaccaccac 


2520 


caccac 












2526 



<210> 91 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 91 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 



- 104- 




Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 



405 



410 



415 
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His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp 
595 600 605 

Leu Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg 
625 630 635 640 

Asp lie His Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 



Leu Glu Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 
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Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala 
785 790 795 800 

Glu Ala Val Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Glu His His His His His His 
835 840 

<210> 92 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 92 
atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg 


ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg 


gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtcca 


ccgggccccc 


1020 


gagccttata 


aagccctcag 


ggacctgaag 


gaggcgcggg 
- 107 - 


ggcttctcgc 


caaagacctg 


1080 




agcgttctgg ccctgaggga aggccttggc ctcccgcccg gcgacgaccc catgctcctc 1140 

gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcccggcg ctacggcggg 12 00 

gagtggacgg aggaggcggg ggagcgggcc gccctttccg agaggctctt cgccaacctg 1260 

tgggggaggc ttgaggggga ggagaggctc ctttggcttt accgggaggt ggagaggccc 132 0 

ctttccgctg tcctggccca tatggaggcc acgggggtgc gcctggacgt ggcctatctc 1380 

agggccttgt ccctggaggt ggccgaggag atcgcccgcc tcgaggccga ggtcttccgc 1440 

ctggccggcc accccttcaa cctcaactcc cgggaccagc tggaaagggt cctctttgac 1500 

gagctagggc ttcccgccat cggcaagacg gagaagaccg gcaagcgctc caccagcgcc 1560 

gccgtcctgg aggccctccg cgaggcccac cccatcgtgg agaagatcct gcagtaccgg 1620 

gagctcacca agctgaagag cacctacatt gaccccttgc cggacctcat ccaccccagg 1680 

acgggccgcc tccacacccg cttcaaccag acggccacgg ccacgggcag gctaagtagc 1740 

tccgatccca acctccagaa catccccgtc cgcaccccgc ttgggcagag gatccgccgg 1800 

gccttcgtgg ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 1860 

cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 

gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 

ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 

aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 

ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 

cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 

gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 

gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 

gcccgcatgc tcctccaggt ccacaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 

gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 

ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 

caccac 2526 

<210> 93 
<211> 842 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 93 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 



Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 
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Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Leu Gly Leu Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu 
405 410 415 

Phe Ala Asn Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp 
420 425 430 

Leu Tyr Arg Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser 
450 455 460 

Leu Glu Val Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Ser Thr Tyr lie Asp Pro Leu Pro Asp Leu He His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 



625 



630 



635 



640 
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Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 94 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 94 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
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accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
gcggggctaa aggacctcaa ggaggtccgg 
gcctcgaggg aggggctaga cctcgtgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggacgccg cccaccgggc cctcctctcg 
ctcgaggggg aggagaagct cctttggctc 
gtcctggccc atatggaggc caccggggta 
tccctggagc ttgcggagga gatccgccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcct tggggaagac gcaaaagaca 
gaggccctac gggaggccca ccccatcgtg 
aagctcaaga acacctacgt ggaccccctc 
ctccacaccc gcttcaacca gacggccacg 
aacctgcaga acatccccgt ccgcaccccc 
gccgaggcgg gttgggcgtt ggtggccctg 
gcccacctct ccggggacga aaacctgatc 
acccagaccg caagctggat gttcggcgtc 
cgggcggcca agacggtgaa cttcggcgtc 
caggagcttg ccatccccta cgaggaggcg 
ttccccaagg tgcgggcctg gatagaaaag 
gtggaaaccc tcttcggaag aaggcgctac 
gtcagggagg ccgcggagcg catggccttc 




tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


ttgggccaga 


ggatccgccg 


ggccttcgtg 


1800 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


agggtcttcc 


aggaggggaa 


ggacatccac 


1920 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 
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ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 

ctcctccagg tccacgacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 

gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 

9 a 99tgggga tgggggagga ctggctttcc gccaagggt 2499 

<210> 95 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 95 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 
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Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 



565 



570 



575 
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Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asp Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly 



<210> 96 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 96 

atgaattcgg ggatgctgcc cctctttgag 
caccacctgg cctaccgcac cttccacgcc 
ccggtgcagg cggtctacgg cttcgccaag 
gacgcggtga tcgtggtctt tgacgccaag 
gggtacaagg cgggccgggc ccccacgccg 
aaggagctgg tggacctcct ggggctggcg 
gacgtcctgg ccagcctggc caagaaggcg 
accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
gcggggctaa aggacctcaa ggaggtccgg 
gcctcgaggg aggggctaga cctcgtgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggacgccg cccaccgggc cctcctctcg 
ctcgaggggg aggagaagct cctttggctc 
gtcctggccc atatggaggc caccggggta 
tccctggagc ttgcggagga gatccgccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcct tggggaagac gcaaaagaca 
gaggccctac gggaggccca ccccatcgtg 
aagctcaaga acacctacgt ggaccccctc 
ctccacaccc gcttcaacca gacggccacg 
aacctgcaga acatccccgt ccgcaccccc 
gccgaggagg ggtggctatt ggtggccctg 



cccaagggcc gggtcctcct ggtggacggc 60 
ctgaagggcc tcaccaccag ccggggggag 12 0 
agcctcctca aggccctcaa ggaggacggg 180 
gccccctcct tccgccacga ggcctacggg 240 
gaggactttc cccggcaact cgccctcatc 300 
cgcctcgagg tcccgggcta cgaggcggac 360 
gaaaaggagg gctacgaggt ccgcatcctc 420 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 540 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtgc accgggcagc agaccccttg 1020 
ggcctcctcg ccaaggacct cgccgtcttg 1080 
ggggacgacc ccatgctcct cgcctacctc 1140 
gtggcgcggc gctacggggg ggagtggacg 1200 
gagaggctcc atcggaacct ccttaagcgc 1260 
taccacgagg tggaaaagcc cctctcccgg 1320 
cggcgggacg tggcctacct tcaggccctt 1380 
ctcgaggagg aggtcttccg cttggcgggc 1440 
ctggaaaggg tgctctttga cgagcttagg 1500 
ggcaagcgct ccaccagcgc cgcggtgctg 1560 
gagaagatcc tccagcaccg ggagctcacc 1620 
ccaagcctcg tccacccgag gacgggccgc 1680 
gccacgggga ggcttagtag ctccgacccc 1740 
ttgggccaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacgacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggag 2499 

<210> 97 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 97 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 HO 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 



465 



470 



475 



480 
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His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asp Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



805 



810 



815 
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Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu 



<210> 98 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 98 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gtgggggagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
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caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcgtg 


1800 


gccgaggcgg 


gttgggcgtt 


ggtggccctg 


gactatagcc 


agatagagct 


ccgcgtcctc 


1860 


gcccacctct 


ccggggacga 


aaacctgatc 


agggtcttcc 


a 99 a 9999 aa 


ggacatccac 


1920 


acccagaccg 


caagctggat 


gttcggcgtc 


cccccggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agacggtgaa 


cttcggcgtc 


ctctacggca 


tgtccgccca 


taggctctcc 


2040 


caggagcttg 


ccatccccta 


cgaggaggcg 


gtggccttta 


tagagcgcta 


cttccaaagc 


2100 


ttccccaagg 


tgcgggcctg 


gatagaaaag 


accctggagg 


aggggaggaa 


gcggggctac 


2160 


gtggaaaccc 


tcttcggaag 


aaggcgctac 


gtgcccgacc 


tcaacgcccg 


ggtgaagagc 


2220 


gtcagggagg 


ccgcggagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tcgccatggt 


gaagctcttc 


ccccgcctcc 


999 a 9 a tggg ggcccgcatg 


2340 


ctcctccagg 


tccacgacga 


gctcctcctg 


gaggcccccc 


aagcgcgggc 


cgaggaggtg 


2400 


gcggctttgg 


ccaaggaggc 


catggagaag 


gcctatcccc 


tcgccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


tgggggagga 


ctggctttcc 


gccaagggt 






2499 



<210> 99 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
<400> 99 

Met Asn Ser Gly Met Leu Pro Leu 
1 5 

Leu Val Asp Gly His His Leu Ala 
20 

Gly Leu Thr Thr Ser Arg Gly Glu 
35 40 

Ala Lys Ser Leu Leu Lys Ala Leu 
50 55 

Val Val Phe Asp Ala Lys Ala Pro 
65 70 

Gly Tyr Lys Ala Gly Arg Ala Pro 
85 



Sequence: Synthetic 



Phe Glu Pro Lys Gly Arg Val Leu 
10 15 

Tyr Arg Thr Phe His Ala Leu Lys 
25 30 

Pro Val Gin Ala Val Tyr Gly Phe 
45 

Lys Glu Asp Gly Asp Ala Val lie 
60 

Ser Phe Arg His Glu Ala Tyr Gly 
75 80 

Thr Pro Glu Asp Phe Pro Arg Gin 
90 95 
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Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 
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Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 



- 123 - 



Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asp Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly 

<210> 100 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 100 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


99tggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 
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ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct gcttaagagg 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc cctttccgct 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


gcaaaagacc 


ggcaagcgct 


ccaccagcgc cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg ggccaggatg 


2340 


ctccttcagg 


tccacgacga 


gctggtcctc 


gaggccccaa 


aagagagggc ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggag 




2499 



<210> 101 
<211> 833 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 101 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 
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Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 
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Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 
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Arg Ala Trp lie Glu Lys Thr 
705 710 

Val Glu Thr Leu Phe Gly Arg 
725 

Arg Val Lys Ser Val Arg Glu 
740 

Pro Val Gin Gly Thr Ala Ala 
755 

Leu Phe Pro Arg Leu Glu Glu 
770 775 

His Asp Glu Leu Val Leu Glu 
785 790 

Ala Arg Leu Ala Lys Glu Val 
805 

Pro Leu Glu Val Glu Val Gly 
820 

Glu 



<210> 102 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 102 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 



Leu Glu Glu Gly Arg 
715 



Arg Arg Gly Tyr 
720 



Arg Arg Tyr Val Pro 
730 



Asp Leu Glu Ala 
735 



Ala Ala Glu Arg Met 
745 



Ala Phe Asn Met 
750 



Asp Leu Met Lys Leu 
760 



Ala Met Val Lys 
765 



Met Gly Ala Arg Met 
780 



Leu Leu Gin Val 



Ala Pro Lys Glu Arg 
795 



Ala Glu Ala Val 
800 



Met Glu Gly Val Tyr 
810 



Pro Leu Ala Val 
815 



He Gly Glu Asp Trp 
825 



Leu Ser Ala Lys 
830 
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aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg ggcaccgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc caccggggta 
tccctggagc ttgcggagga gatccgccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcct tggggaagac gcaaaagaca 
gaggccctac gggaggccca ccccatcgtg 
aagctcaaga acacctacgt ggaccccctc 
ctccacaccc gcttcaacca gacggccacg 
aacctgcaga acatccccgt ccgcaccccc 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 
gtgcgggagg cggccgagcg catggccttc 
ctcatgaagc tggctatggt gaagctcttc 
ctccttcagg tccacaacga gctggtcctc 
gcccggctgg ccaaggaggt catggagggg 
gaggtgggga taggggagga ctggctctcc 



agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtcc accgggcccc cgagccttat 1020 
gggcttctcg ccaaagacct gagcgttctg 1080 
ggcgacgacc ccatgctcct cgcctacctc 1140 
gtggcccggc gctacggcgg ggagtggacg 1200 
gagaggctct tcgccaacct gtgggggagg 1260 
taccgggagg tggagaggcc cctttccgct 1320 
cggcgggacg tggcctacct tcaggccctt 1380 
ctcgaggagg aggtcttccg cttggcgggc 1440 
ctggaaaggg tgctctttga cgagcttagg 1500 
ggcaagcgct ccaccagcgc cgcggtgctg 1560 
gagaagatcc tccagcaccg ggagctcacc 1620 
ccaagcctcg tccacccgag gacgggccgc 1680 
gccacgggga ggcttagtag ctccgacccc 1740 
ttgggccaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
caggccttca ttgagcgcta ctttcagagc 2100 
accctggagg agggcaggag gcgggggtac 2160 
gtgccagacc tagaggcccg ggtgaagagc 2220 
aacatgcccg tccagggcac cgccgccgac 2280 
cccaggctgg aggaaatggg ggccaggatg 2340 
gaggccccaa aagagagggc ggaggccgtg 2400 
gtgtatcccc tggccgtgcc cctggaggtg 2460 
gccaaggagc accaccacca ccaccac 2517 
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<210> 103 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 103 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 
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Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly His Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 
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Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 104 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 104 

gaggaggcgg ggcaccgggc cgccctt 

<210> 105 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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atgaattcgg 


ggatgctgcc 


cctctttgag 


caccacctgg 


cctaccgcac 


cttccacgcc 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gggtacaagg 


cgggccgggc 


ccccacgccg 


aaggagctgg 


tggacctcct 


ggggctggcg 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


accgccgaca 


aagaccttta 


ccagctcctt 


gggtacctca 


tcaccccggc 


ctggctttgg 


gccgactacc 


gggccctgac 


cggggacgag 


ggggagaaga 


cggcgaggaa 


gcttctggag 


aacctggacc 


ggctgaagcc 


cgccatccgg 


aagctctcct 


gggacctggc 


caaggtgcgc 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agcctcctcc 


acgagttcgg 


ccttctggaa 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gatcttctgg 


ccctggccgc 


cgccaggggc 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gccctgaggg 


aa ggccttgg 


cctcccgccc 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


cttgaggggg 


aggagaggct 


cctttggctt 


gtcctggccc 


atatggaggc 


caccggggta 


tccctggagc 


ttgcggagga 


gatccgccgc 


caccccttca 


acctcaactc 


ccgggaccag 


cttcccgcct 


tggggaagac 


gcaaaagaca 


gaggccctac 


gggaggccca 


ccccatcgtg 


aagctcaaga 


acacctacgt 


ggaccccctc 


ctccacaccc 


gcttcaacca 


gacggccacg 


aacctgcaga 


acatccccgt 


ccgcaccccc 


gccgaggagg 


ggtggctatt 


ggtggccctg 



cccaagggcc 


gggtcctcct 


ggtggacggc 


bU 


ctgaagggcc 


tcaccaccag 


ceggggggag 


1 H A 

120 


agcctcctca 


aggccctcaa 


ggaggacggg 


"1 O A 

loO 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gaggactttc 


cccggcaact 


cgccctcatc 


"D A A 

J00 


cgcctcgagg 


tcccgggcta 


egaggeggae 


360 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


A 1 A 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


tccgacaacc 


ttcccggggt 


caagggcatc 


C A A 

600 


gagtggggga 


gectggaage 


cctcctcaag 




gagaaga tec 


tggcccacat 


ggacgatctg 


/20 


accgacctgc 


ccctggaggt 


ggacttcgcc 


*1 O A 

780 


agggecttte 


tggagaggct 


tgagtttggc 


840 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


gtgctttccc 


geaaggagee 


catgtgggcc 


960 


ggccgcgtcc 


accgggcccc 


egagecttat 


1020 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


*1 1 A A 
1140 


gtggcccggc 


getaeggegg 


ggagtggacg 


1200 


gagaggctcc 


ateggaaect 


gtgggggagg 


1260 


tacegggagg 


tggagaggee 


cctttccgct 


1320 


eggegggacg 


tggcctacct 


tcaggccctt 


1380 


ctcgaggagg 


aggtcttccg 


ettggeggge 


1440 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


ggcaageget 


ccaccagcgc 


cgcggtgctg 


1560 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


gecaegggga 


ggcttagtag 


ctccgacccc 


1740 


ttgggccaga 


ggatccgccg 


ggccttcatc 


1800 


gaetatagee 


agatagagct 


cagggtgctg 


1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga gctggtcctc gaggccccaa aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 106 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 106 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 



465 



470 



475 



480 
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His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



805 



810 



815 
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Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 107 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 107 

ctttccgaga ggctccatcg gaacctgtgg gggagg 36 

<210> 108 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 108 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 
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gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 

gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 

cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 

gtcctggccc atatggaggc caccggggta cggcgggacg tggcctacct tcaggccctt 13 80 

tccctggagc ttgcggagga gatccgccgc ctcgaggagg aggtcttccg cttggcgggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tgctctttga cgagcttagg 1500 

cttcccgcct tggggaagac gcaaaagaca ggcaagcgct ccaccagcgc cgcggtgctg 1560 

gaggccctac gggaggccca ccccatcgtg gagaagatcc tccagcaccg ggagctcacc 162 0 

aagctcaaga acacctacgt ggaccccctc ccaagcctcg tccacccgag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggga ggcttagtag ctccgacccc 1740 

aacctgcaga acatccccgt ccgcaccccc ttgggccaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 109 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 109 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 
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Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 
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Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 
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Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 110 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

<400> 110 

ctcttcgcca acctgcttaa gaggcttgag ggggag 36 

<210> 111 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 111 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
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gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg gggagcgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc caccggggta 
tccctggagc ttgcggagga gatccgccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcct tggggaagac gcaaaagaca 
gaggccctac gggaggccca ccccatcgtg 
aagctcaaga acacctacgt ggaccccctc 
ctccacaccc gcttcaacca gacggccacg 
aacctgcaga acatccccgt ccgcaccccc 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 
gtgcgggagg cggccgagcg catggccttc 
ctcatgaagc tggctatggt gaagctcttc 



gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gagaggctct 


tcgccaacct 


gtgggggagg 


1260 


taccgggagg 


tggagaggcc 


cctttcccgg 


1320 


cggcgggacg 


tggcctacct 


tcaggccctt 


1380 


ctcgaggagg 


aggtcttccg 


cttggcgggc 


1440 


ctggaaaggg 


tgctctttga 


cgagcttagg 


1500 


ggcaagcgct 


ccaccagcgc 


cgcggtgctg 


1560 


gagaagatcc 


tccagcaccg 


ggagctcacc 


1620 


ccaagcctcg 


tccacccgag 


gacgggccgc 


1680 


gccacgggga 


ggcttagtag 


ctccgacccc 


1740 


ttgggccaga 


ggatccgccg 


ggccttcatc 


1800 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 
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ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 



<210> 112 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 112 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 



gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 



2517 



245 



250 



255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Trp Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 



Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 
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Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 113 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 113 

aggccccttt cccgggtcct ggcccat 27 
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<210> 114 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 114 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 
gcggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 
gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 
gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 
ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 
gtcctggccc atatggaggc cacgggggtg cgccgggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
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aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 222 0 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 115 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 115 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 
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Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 17S 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 



Gly Val Arg Arg Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 
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Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



<210> 116 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 116 

acgggggtgc gccgggacgt ggcctat 27 

<210> 117 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 117 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 



805 



810 



815 



835 



<220> 
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gcggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 

gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 

gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 

ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 

gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct ccaggccttg 1380 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 

cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 

aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 118 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 118 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 



Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 
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Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 



625 



630 



635 



640 
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Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 119 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 119 

gtggcctatc tccaggcctt gtccctg 27 

<210> 120 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagc 


ttgccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 
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gcccacctct 


ccggcgacga 


gaacctgatc cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg gattgagaag accctggagg agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc cccaggctgg 


a 99 aaa tggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga gctggtcctc gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cc tggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 121 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 121 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 
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Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 



His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 122 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 122 

ttgtccctgg agcttgccga ggagatc 27 

<210> 123 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 123 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 
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gcggggctaa 


aggacctcaa 


ggaggtccgg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gcctcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


gctacggggg 


ggagtggacg 


1200 


gaggacgccg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


atcggaacct 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagcc 


cctctcccgg 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatccgccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


ggagaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 124 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 124 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 



305 



310 



315 



320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Arg Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
67 5 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
69° 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 125 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 125 

gccgaggaga tccgccgcct cgaggcc 27 

<210> 126 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 126 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
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gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 
gcggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 
gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 
gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 
ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggagg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
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caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 127 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 127 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly . Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 
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Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 



Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 



- 166 - 




lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



835 



<210> 128 
<211> 27 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 128 

gcccgcctcg aggaggaggt cttccgc 27 

<210> 129 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 129 
atcraat tccrcr 


aaat act - ace 


r* r* f p t~ t~ t~ a=i a 


Pffaa CTCICf P P 


yyy »«■ ^ >-* i— 


yy L-yyciuyyu 




ci^_- ^ cil ^y y 


r*r*f~ c* en c z$ c 




p f~ rra a nan c p 
\*> uyciciyyyL>L' 


f- r , af"*<- , a/"*f , a*"T 
L.^ct^\wCt^v_>cty 


ceggggggag 


i on 


c c aa t~ cr r* a era 


r*aat~ ct~ a cctct 

\*yy v_r w ciwy y 


f t~ t~ faff a a a 


AfTPPt" pp 1~ p a 


a p;p/p p p t~ P a a 
CLy y ^ v.. v_ i_ ^ del 


yyayyciQ-yyy 


1 R0 

-LOW 




L^y Lyy^'vLU 


t~ rr p rr f p a a rr 
Lya^y ^-.L-dciy 




4- /"■'/ttpp a pna 
<_^\_y<^^cit-.yci 


cine a rririn 
y y uct^yy y 


9 a n 

z *± u 


yyy ucn—cicLyy 


^yyy^-^yyy*-' 


v_^ct^y Luy 


na nna p f~ t~ t" p 
y ciy y ct^ tutu 


/-« /~< pnrf p a a /~< 
vv^yyLad.L> L. 


frit"* f~*/~ , \~ pa^p 
^_y^^^L.V-rCtL.^ 


J u u 


ctciyy ciy v- Lyy 


Lyy aLL llll 


ggggccggcg 


y t» 1. c y ci y y 


4— (~* /~* ^~ a 

ccccyyyCLa 


PTfapfrtPrtPra /*< 

cyclyycyycic 


7^0 


y ctL<y uyy 


t^ciy v_i_^ uy y 


v_cictycictyyL-y 


rr a a a a a tm 

y cicicLciyy dy y 


fir* i~ a pna /-m-f- 

y L. Lciuy ciy y L, 


ccy Uct hjcuc 


ao n 
*±z u 


a ppn/^prra a 
aCC^CCydCa 


-3 o « a /"*/■"' ^ ^ 4^ a 

adyaCCtlCa 




LCCyaCCyCa 


cccacgcccc 


ccaccccgag 


4oU 


yygtacccca 


tCaCCCCyyC 


ctggcctxgg 


gaaaaguacg 


gcccgaggcc 


cgaccagcgg 


r>in 
04 U 


gccgactacc 


gggccctgac 


eggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


eggegaggaa 


gcttctggag 


gagtggggga 


gectggaage 


cctcctcaag 


660 


aacctggacc 


ggctgaagee 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgege 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggecttte 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


aegagttegg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcett 


cgtgggcttt 


gtgctttccc 


geaaggagee 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 


accgggcagc 


agaccccttg 


1020 


gcggggctaa 


aggacctcaa 


ggaggtcegg 


ggcctcctcg 


ccaaggacct 


cgccgtcttg 


1080 


gectcgaggg 


aggggctaga 


cctcgtgccc 


ggggacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcgcggc 


getaeggggg 


ggagtggacg 


1200 


gaggacgecg 


cccaccgggc 


cctcctctcg 


gagaggctcc 


ateggaaect 


ccttaagcgc 


1260 


ctcgaggggg 


aggagaagct 


cctttggctc 


taccacgagg 


tggaaaagee 


cctctcccgg 


1320 
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gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 13 80 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaagg 1500 

cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 162 0 

aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 130 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 130 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 
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Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 



725 



730 



735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 131 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 131 

tttgacgagc taaggcttcc cgccatc 27 

<210> 132 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 132 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 
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aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
gcggggctaa aggacctcaa ggaggtccgg 
gcctcgaggg aggggctaga cctcgtgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggacgccg cccaccgggc cctcctctcg 
ctcgaggggg aggagaagct cctttggctc 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcca tcggcaagac gcaaaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 
gtgcgggagg cggccgagcg catggccttc 
ctcatgaagc tggctatggt gaagctcttc 
ctccttcagg tccacaacga gctggtcctc 
gcccggctgg ccaaggaggt catggagggg 
gaggtgggga taggggagga ctggctctcc 



gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtgc accgggcagc agaccccttg 102 0 
ggcctcctcg ccaaggacct cgccgtcttg 1080 
9999acgacc ccatgctcct cgcctacctc 1140 
gtggcgcggc gctacggggg ggagtggacg 1200 
gagaggctcc atcggaacct ccttaagcgc 1260 
taccacgagg tggaaaagcc cctctcccgg 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctaggg 1500 
ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gagaagatcc tgcagtaccg ggagctcacc 1620 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
caggccttca ttgagcgcta ctttcagagc 2100 
accctggagg agggcaggag gcgggggtac 2160 
gtgccagacc tagaggcccg ggtgaagagc 2220 
aacatgcccg tccagggcac cgccgccgac 2280 
cccaggctgg aggaaatggg ggccaggatg 2340 
gaggccccaa aagagagggc ggaggccgtg 2400 
gtgtatcccc tggccgtgcc cctggaggtg 2460 
gccaaggagc accaccacca ccaccac 2517 
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<210> 133 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 133 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 
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Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 
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Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 134 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 134 

atcgccaaga cgcaaaagac cggcaag 27 

<210> 135 

<211> 2517 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 135 

atgaattcgg ggatgctgcc cctctttgag 
caccacctgg cctaccgcac cttccacgcc 
ccggtgcagg cggtctacgg cttcgccaag 
gacgcggtga tcgtggtctt tgacgccaag 
gggtacaagg cgggccgggc ccccacgccg 
aaggagctgg tggacctcct ggggctggcg 
gacgtcctgg ccagcctggc caagaaggcg 
accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
gcggggctaa aggacctcaa ggaggtccgg 
gcctcgaggg aggggctaga cctcgtgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggacgccg cccaccgggc cctcctctcg 
ctcgaggggg aggagaagct cctttggctc 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcca tcggcaagac ggagaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 



cccaagggcc gggtcctcct ggtggacggc 60 
ctgaagggcc tcaccaccag ccggggggag 120 
agcctcctca aggccctcaa ggaggacggg 180 
gccccctcct tccgccacga ggcctacggg 240 
gaggactttc cccggcaact cgccctcatc 300 
cgcctcgagg tcccgggcta cgaggcggac 360 
gaaaaggagg gctacgaggt ccgcatcctc 42 0 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 54 0 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtgc accgggcagc agaccccttg 1020 
ggcctcctcg ccaaggacct cgccgtcttg 1080 
ggggacgacc ccatgctcct cgcctacctc 1140 
gtggcgcggc gctacggggg ggagtggacg 1200 
gagaggctcc atcggaacct ccttaagcgc 1260 
taccacgagg tggaaaagcc cctctcccgg 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctaggg 1500 
ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gagaagatcc tgcagcaccg ggagctcacc 1620 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 136 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 136 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 
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Gly Tyr Leu lie Thr Pro Ala Tip Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Gly Leu 
500 



Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys 
505 510 



Arg Ser Thr Ser Ala 
515 



Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
520 525 



He Val Glu Lys He Leu Gin 
530 535 



His Arg Glu Leu Thr Lys Leu Lys Ser 
540 



Thr Tyr He Asp Pro Leu Pro 
545 550 



Asp Leu He His Pro Arg Thr Gly Arg 
555 560 



Leu His Thr Arg Phe 
565 



Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
570 575 



Ser Ser Asp Pro Asn 
580 



Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
585 590 



Gin Arg He Arg Arg 
595 



Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
600 605 



Ala Leu Asp Tyr Ser Gin He 
610 615 



Glu Leu Arg Val Leu Ala His Leu Ser 
620 



Gly Asp Glu Asn Leu He Arg 
625 630 



Val Phe Gin Glu Gly Arg Asp He His 
635 640 



Thr Glu Thr Ala Ser Trp Met 
645 

Pro Leu Met Arg Arg Ala Ala 
660 

Gly Met Ser Ala His Arg Leu 
675 



Phe Gly Val Pro Arg Glu Ala Val Asp 
650 655 

Lys Thr He Asn Phe Gly Val Leu Tyr 
665 670 

Ser Gin Glu Leu Ala He Pro Tyr Glu 
680 685 



Glu Ala Gin Ala Phe He Glu 
690 695 



Arg Tyr Phe Gin Ser Phe Pro Lys Val 
700 



Arg Ala Trp He Glu Lys Thr 
705 710 



Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
715 720 



Val Glu Thr Leu Phe Gly Arg 
725 

Arg Val Lys Ser Val Arg Glu 
740 

Pro Val Gin Gly Thr Ala Ala 
755 



Arg Arg Tyr Val Pro Asp Leu Glu Ala 
730 735 

Ala Ala Glu Arg Met Ala Phe Asn Met 
745 750 

Asp Leu Met Lys Leu Ala Met Val Lys 
760 765 



Leu Phe Pro Arg Leu Glu Glu 
770 775 



Met Gly Ala Arg Met Leu Leu Gin Val 
780 



His Asn Glu Leu Val Leu Glu 
785 790 



Ala Pro Lys Glu Arg Ala Glu Ala Val 
795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 137 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 137 

aagatcctgc agcaccggga gctcacc 27 

<210> 138 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



s*± U U ✓ 1 JO 

atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


99 a 99 ac 999 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtgc 
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accgggcagc 


agaccccttg 


1020 




9 c 9999 ctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 

gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 

gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 

ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 

gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 

cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 

aagctgaaga acacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

Saggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 139 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 139 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 



Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 



645 



650 



655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 140 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 140 

accaagctga agaacaccta cattgac 27 

<210> 141 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 141 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
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gacgcggtga tcgtggtctt tgacgccaag 
gggtacaagg cgggccgggc ccccacgccg 
aaggagctgg tggacctcct ggggctggcg 
gacgtcctgg ccagcctggc caagaaggcg 
accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
gcggggctaa aggacctcaa ggaggtccgg 
gcctcgaggg aggggctaga cctcgtgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggacgccg cccaccgggc cctcctctcg 
ctcgaggggg aggagaagct cctttggctc 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcca tcggcaagac ggagaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacgt ggaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 



gccccctcct tccgccacga ggcctacggg 240 
gaggactttc cccggcaact cgccctcatc 300 
cgcctcgagg tcccgggcta cgaggcggac 360 
gaaaaggagg gctacgaggt ccgcatcctc 420 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 540 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtgc accgggcagc agaccccttg 1020 
ggcctcctcg ccaaggacct cgccgtcttg 1080 
ggggacgacc ccatgctcct cgcctacctc 1140 
gtggcgcggc gctacggggg ggagtggacg 1200 
gagaggctcc atcggaacct ccttaagcgc 1260 
taccacgagg tggaaaagcc cctctcccgg 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctaggg 1500 
ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gagaagatcc tgcagtaccg ggagctcacc 1620 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
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caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 142 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 142 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 
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Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 



Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 
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lie Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 



Glu His His His His His His 
835 
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<210> 143 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 143 

aagagcacct acgtggaccc cttgccg 27 

<210> 144 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 144 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 
gcggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 
gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 
gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 
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ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 

gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 

cttcccgcca tcggcaagac ggagaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 

aagctgaaga gcacctacat tgaccccttg ccgagcctcg tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 145 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 145 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 



385 



390 



395 



400 
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Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Glu Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 



725 



730 



735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 146 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 146 

attgacccct tgccgagcct cgtccacccc aggacgggc 39 

<210> 147 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 147 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
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aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg gggagcgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcca tcggcaagac gcaaaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 
gtgcgggagg cggccgagcg catggccttc 
ctcatgaagc tggctatggt gaagctcttc 
ctccttcagg tccacaacga gctggtcctc 
gcccggctgg ccaaggaggt catggagggg 
gaggtgggga taggggagga ctggctctcc 




gagaagatcc 


tggcccacat 


ggacgatctg 


720 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gagaggctct 


tcgccaacct 


gcttaagagg 


1260 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gccaaggagc 


accaccacca 


ccaccac 


2517 
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<210> 148 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 148 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 
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Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 



Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 
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Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 149 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 149 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg 


cgcctcgagg 
- 198 - 


tcccgggcta 


cgaggcggac 


360 




gacgtcctgg ccagcctggc caagaaggcg 
accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
9999 a 9 aa 9 a cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg gggagcgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccgcca tcggcaagac gcaaaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 




gaaaaggagg gctacgaggt ccgcatcctc 420 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 540 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtcc accgggcccc cgagccttat 1020 
gggcttctcg ccaaagacct gagcgttctg 1080 
ggcgacgacc ccatgctcct cgcctacctc 1140 
gtggcccggc gctacggcgg ggagtggacg 1200 
gagaggctct tcgccaacct gcttgggagg 1260 
taccgggagg tggagaggcc cctttccgct 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctaggg 1500 
ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gagaagatcc tgcagtaccg ggagctcacc 1620 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
caggccttca ttgagcgcta ctttcagagc 2100 
accctggagg agggcaggag gcgggggtac 2160 
gtgccagacc tagaggcccg ggtgaagagc 2220 
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9tgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tccacaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 150 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 150 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 
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Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Gly Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 



530 



535 



540 



-201 - 





Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



835 



<210> 151 
<211> 33 
<212> DNA 



<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 151 

ttcgccaacc tgcttgggag gcttgagggg gag 33 

<210> 152 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 152 



atgaattcgg 


ggatgctgcc 


cctctttgag cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggctggcg cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg gaaaaggagg gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg gaaaagtacg gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag gagtggggga gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa agccccaagg ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 


gatcttctgg 


ccctggccgc 


cgccaggggc ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc gagaggctct 


tcgccaacct 


gtggaagagg 


1260 


cttgaggggg 


a 99^gaggct 


cctttggctt taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg cgcctggacg 


tggcctatct 


cagggccttg 


1380 



- 203 - 





• 






• 






tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctaggg 


1500 


cttcccgcca 


tcggcaagac 


gcaaaagacc 


ggcaagcgct 


ccaccagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tccacaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 153 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 153 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 



-204 - 





Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 



405 



410 



415 



- 205 - 



Leu Trp Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 



Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 
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Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

His Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 154 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 154 

ctcttcgcca acctgtggaa gaggcttgag ggg 33 

<210> 155 
<211> 835 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 155 

Met Glu Phe Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 
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Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Glu Gly Arg Val 
325 330 335 

His Arg Ala Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Phe Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Val Ala Leu Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Phe Gin Asn Leu Phe Pro Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 



Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
450 455 460 
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Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Gly Arg Thr Glu Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 

Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg lie Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp lie 
625 630 635 640 

His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 

Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly lie Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp lie Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys lie Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 780 



Val His Asp Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 
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Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 

<210> 156 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 156 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
ggcatcgggg agaagaccgc cctcaagctc ctcaaggagt ggggaagcct ggaaaacctc 660 
ctcaagaacc tggaccgggt aaagccagaa aacgtccggg agaagatcaa ggcccacctg 720 
gaagacctca ggctctcctt ggagctctcc cgggtgcgca ccgacctccc cctggaggtg 780 
gacctcgccc aggggcggga gcccgaccgg gaggggctta gggccttcct ggagaggctg 840 
gagttcggca gcctcctcca cgagttcggc ctcctggagg cccccgcccc cctggaggag 900 
gccccctggc ccccgccgga aggggccttc gtgggcttcg tcctctcccg ccccgagccc 960 
atgtgggcgg agcttaaagc cctggccgcc tgcagggacg gccgggtgca ccgggcagca 1020 
gaccccttgg cggggctaaa ggacctcaag gaggtccggg gcctcctcgc caaggacctc 1080 
gccgtcttgg cctcgaggga ggggctagac ctcgtgcccg gggacgaccc catgctcctc 1140 
gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcgcggcg ctacgggggg 1200 
gagtggacgg aggacgccgc ccaccgggcc ctcctctcgg agaggctcca tcggaacctc 1260 
cttaagcgcc tcgaggggga ggagaagctc ctttggctct accacgaggt ggaaaagccc 1320 



-210- 



ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


caaaagacag 


gcaagcgctc 


caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatcgcca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


ccacaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 157 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 157 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

- 211 - 



• 




Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Asp Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 



385 



390 



395 



400 



- 212 - 



• 




Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie Ala Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 



725 



730 



735 
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Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 158 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 158 

gcttgcggtc tgggtggcga tgtccttccc etc 33 

<210> 159 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 159 
atgaattccg 


aggegatget 


tccgctcttt gaacccaaag gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc gecctgaagg gcctcaccac 


gagcegggge 


120 


gaaccggtgc 


aggeggtcta 


cggcttcgcc aagagcctcc tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac gccaaggccc cctccttccg 


ccacgaggcc 


240 


tacgaggect 


acaaggeggg 


gagggccccg acccccgagg acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg tttacccgcc tcgaggtccc 


eggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag aaggcggaaa aggaggggta 


egaggtgege 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa ctcgtctccg accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg ctttgggaga agtaeggect 


caggceggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg acaacctccc 


eggggtcaag 


600 


ggcatcgggg 


agaagacege 


cctcaagctc ctcaaggagt ggggaagect 


ggaaaacctc 


660 
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ctcaagaacc tggaccgggt aaagccagaa 
gaagacctca ggctctcctt ggagctctcc 
gacctcgccc aggggcggga gcccgaccgg 
gagttcggca gcctcctcca cgagttcggc 
gccccctggc ccccgccgga aggggccttc 
atgtgggcgg agcttaaagc cctggccgcc 
gaccccttgg cggggctaaa ggacctcaag 
gccgtcttgg cctcgaggga ggggctagac 
gcctacctcc tggacccttc gaacaccacc 
gagtggacgg aggacgccgc ccaccgggcc 
cttaagcgcc tcgaggggga ggagaagctc 
ctctcccggg tcctggccca tatggaggcc 
caggcccttt ccctggagct tgcggaggag 
ttggcgggcc accccttcaa cctcaactcc 
gagcttaggc ttcccgcctt ggggaagacg 
gcggtgctgg aggccctacg ggaggcccac 
gagctcacca agctcaagaa cacctacgtg 
acgggccgcc tccacacccg cttcaaccag 
tccgacccca acctgcagaa catccccgtc 
gccttcgtgg ccgaggcggg ttgggcgttg 
cgcgtcctcg cccacctctc cggggacgaa 
gacatccaca cccagaccgc aagctggatg 
ctgatgcgcc gggcggccaa gacggtgaac 
aggctctccc aggagcttgc catcccctac 
ttccaaagct tccccaaggt gcgggcctgg 
cggggctacg tggaaaccct cttcggaaga 
gtgaagagcg tcagggaggc cgcggaggcc 
gccgccgacc tcatgaagct cgccatggtg 
gcccgcatgc tcctccaggt ccacaacgag 




aacgtccggg agaagatcaa ggcccacctg 720 
cgggtgcgca ccgacctccc cctggaggtg 780 
gaggggctta gggccttcct ggagaggctg 840 
ctcctggagg cccccgcccc cctggaggag 900 
gtgggcttcg tcctctcccg ccccgagccc 960 
tgcaggggcg gccgcgtgca ccgggcagca 1020 
gaggtccggg gcctcctcgc caaggacctc 1080 
ctcgtgcccg gggacgaccc catgctcctc 1140 
cccgaggggg tggcgcggcg ctacgggggg 1200 
ctcctctcgg agaggctcca tcggaacctc 1260 
ctttggctct accacgaggt ggaaaagccc 1320 
accggggtac ggcgggacgt ggcctacctt 13 80 
atccgccgcc tcgaggagga ggtcttccgc 1440 
cgggaccagc tggaaagggt gctctttgac 1500 
caaaagacag gcaagcgctc caccagcgcc 1560 
cccatcgtgg agaagatcct ccagcaccgg 1620 
gaccccctcc caagcctcgt ccacccgagg 1680 
acggccacgg ccacggggag gcttagtagc 1740 
cgcaccccct tgggccagag gatccgccgg 1800 
gtggccctgg actatagcca gatagagctc 1860 
aacctgatca gggtcttcca ggaggggaag 1920 
ttcggcgtcc ccccggaggc cgtggacccc 1980 
ttcggcgtcc tctacggcat gtccgcccat 2040 
gaggaggcgg tggcctttat agagcgctac 2100 
atagaaaaga ccctggagga ggggaggaag 2160 
aggcgctacg tgcccgacct caacgcccgg 2220 
atggccttca acatgcccgt ccagggcacc 2280 
aagctcttcc cccgcctccg ggagatgggg 2340 
ctcctcctgg aggcccccca agcgcgggcc 2400 
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gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 
ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 



<210> 160 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 160 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 



caccac 



2526 



245 



250 



255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 



Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp lie His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Ala Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val His Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 161 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 161 

catgttgaag gccatggcct ccgcggcctc cct 
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<210> 162 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 162 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
ggcatcgggg agaagaccgc cctcaagctc ctcaaggagt ggggaagcct ggaaaacctc 660 
ctcaagaacc tggaccgggt aaagccagaa aacgtccggg agaagatcaa ggcccacctg 720 
gaagacctca ggctctcctt ggagctctcc cgggtgcgca ccgacctccc cctggaggtg 780 
gacctcgccc aggggcggga gcccgaccgg gaggggctta gggccttcct ggagaggctg 840 
gagttcggca gcctcctcca cgagttcggc ctcctggagg cccccgcccc cctggaggag 900 
gccccctggc ccccgccgga aggggccttc gtgggcttcg tcctctcccg ccccgagccc 960 
atgtgggcgg agcttaaagc cctggccgcc tgcaggggcg gccgcgtgca ccgggcagca 1020 
gaccccttgg cggggctaaa ggacctcaag gaggtccggg gcctcctcgc caaggacctc 1080 
gccgtcttgg cctcgaggga ggggctagac ctcgtgcccg gggacgaccc catgctcctc 1140 
gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcgcggcg ctacgggggg 1200 
9agtggacgg aggacgccgc ccaccgggcc ctcctctcgg agaggctcca tcggaacctc 1260 
cttaagcgcc tcgaggggga ggagaagctc ctttggctct accacgaggt ggaaaagccc 1320 
ctctcccggg tcctggccca tatggaggcc accggggtac ggcgggacgt ggcctacctt 1380 
caggcccttt ccctggagct tgcggaggag atccgccgcc tcgaggagga ggtcttccgc 1440 
ttggcgggcc accccttcaa cctcaactcc cgggaccagc tggaaagggt gctctttgac 1500 
gagcttaggc ttcccgcctt ggggaagacg caaaagacag gcaagcgctc caccagcgcc 1560 
gcggtgctgg aggccctacg ggaggcccac cccatcgtgg agaagatcct ccagcaccgg 1620 
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gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


gccgccgacc 


fccafcaaacfct 


caccataata 


aaactcttcc 


cccgcctccg ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca 


agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct 


cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 


caccac 












2526 



<210> 163 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 163 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 
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Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 



Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 
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• 



Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 



770 



775 



780 
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Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 164 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 164 

caggaggagc tcgttggcga cctggaggag 30 

<210> 165 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 165 



atgaattccg 


aggcgatgct 


tccgctcttt 


gaacccaaag 


gccgggtcct 


cctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttcttc 


gccctgaagg 


gcctcaccac 


gagccggggc 


120 


gaaccggtgc 


aggcggtcta 


cggcttcgcc 


aagagcctcc 


tcaaggccct 


gaaggaggac 


180 


gggtacaagg 


ccgtcttcgt 


ggtctttgac 


gccaaggccc 


cctccttccg ccacgaggcc 


240 


tacgaggcct 


acaaggcggg 


gagggccccg 


acccccgagg 


acttcccccg gcagctcgcc 


300 


ctcatcaagg 


agctggtgga 


cctcctgggg tttacccgcc 


tcgaggtccc 


cggctacgag 


360 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggaggggta 


cgaggtgcgc 


420 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggccggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcgggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 
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gccccctggc ccccgccgga aggggccttc 
atgtgggcgg agcttaaagc cctggccgcc 
gaccccttgg cggggctaaa ggacctcaag 
gccgtcttgg cctcgaggga ggggctagac 
gcctacctcc tggacccttc gaacaccacc 
gagtggacgg aggacgccgc ccaccgggcc 
cttaagcgcc tcgaggggga ggagaagctc 
ctctcccggg tcctggccca tatggaggcc 
caggcccttt ccctggagct tgcggaggag 
ttggcgggcc accccttcaa cctcaactcc 
gagcttaggc ttcccgcctt gaagaagacg 
gcggtgctgg aggccctacg ggaggcccac 
gagctcacca agctcaagaa cacctacgtg 
acgggccgcc tccacacccg cttcaaccag 
tccgacccca acctgcagaa catccccgtc 
gccttcgtgg ccgaggcggg ttgggcgttg 
cgcgtcctcg cccacctctc cggggacgaa 
gacatccaca cccagaccgc aagctggatg 
ctgatgcgcc gggcggccaa gacggtgaac 
aggctctccc aggagcttgc catcccctac 
ttccaaagct tccccaaggt gcgggcctgg 
cggggctacg tggaaaccct cttcggaaga 
gtgaagagcg tcagggaggc cgcggagcgc 
gccgccgacc tcatgaagct cgccatggtg 
gcccgcatgc tcctccaggt cgccaacgag 
gaggaggtgg cggctttggc caaggaggcc 
ctggaggtgg aggtggggat gggggaggac 
caccac 




gtgggcttcg tcctctcccg ccccgagccc 960 
tgcaggggcg gccgcgtgca ccgggcagca 1020 
gaggtccggg gcctcctcgc caaggacctc 1080 
ctcgtgcccg gggacgaccc catgctcctc 1140 
cccgaggggg tggcgcggcg ctacgggggg 1200 
ctcctctcgg agaggctcca tcggaacctc 1260 
ctttggctct accacgaggt ggaaaagccc 1320 
accggggtac ggcgggacgt ggcctacctt 1380 
atccgccgcc tcgaggagga ggtcttccgc 1440 
cgggaccagc tggaaagggt gctctttgac 1500 
aagaagacag gcaagcgctc caccagcgcc 1560 
cccatcgtgg agaagatcct ccagcaccgg 1620 
gaccccctcc caagcctcgt ccacccgagg 1680 
acggccacgg ccacggggag gcttagtagc 1740 
cgcaccccct tgggccagag gatccgccgg 1800 
gtggccctgg actatagcca gatagagctc 1860 
aacctgatca gggtcttcca ggaggggaag 1920 
ttcggcgtcc ccccggaggc cgtggacccc 1980 
ttcggcgtcc tctacggcat gtccgcccat 2040 
gaggaggcgg tggcctttat agagcgctac 2100 
atagaaaaga ccctggagga ggggaggaag 2160 
aggcgctacg tgcccgacct caacgcccgg 2220 
atggccttca acatgcccgt ccagggcacc 2280 
aagctcttcc cccgcctccg ggagatgggg 2340 
ctcctcctgg aggcccccca agcgcgggcc 2400 
atggagaagg cctatcccct cgccgtgccc 2460 
tggctttccg ccaagggtca ccaccaccac 2520 

2526 
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<210> 166 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 166 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 
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Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 



Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 
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His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 167 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 167 

ggagcgcttg cctgtcttct tcgtcttctt caaggcggga ggcct 45 

<210> 168 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 168 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 13 80 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tcgccaacga gctggtcctc gaggccccaa aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 169 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 169 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 
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• 



Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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• 



Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Tip Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



<210> 170 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 170 

gaggaccagc tcgttggcga cctgaaggag cat 33 

<210> 171 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 171 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 



805 



810 



815 



835 



<220> 
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aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatcgcc 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 172 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 172 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 



Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
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• 



• 



325 



330 



335 



Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He Ala 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 



645 



650 



655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 173 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 173 

gaggggcggg acatcgccac ggagaccgcc age 33 

<210> 174 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 174 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt cgccaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 192 0 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 175 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 175 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io is 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 HO 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 
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Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Ala Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



<210> 176 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 176 

cagaacatcc ccgtcgccac cccgcttggg cag 33 

<210> 177 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 177 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 



805 



810 



815 



835 



<220> 
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aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 

gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 

gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 

cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 132 0 

gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 

cttcccgcca tcaagaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 

aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 178 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 178 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 



290 



295 



300 
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Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Lys Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 



625 



630 



635 



640 
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Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 179 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 179 

gggcttcccg ccatcaagaa gacggagaag acc 33 

<210> 180 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 180 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacgag 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 132 0 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
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• 



gcccacctct 


ccggcgacga 


gaacctgatc cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg gattgagaag accctggagg agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tcgccaacga 


gctggtcctc gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga ctggctctcc gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 181 

<211> 839 

<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 181 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 



<220> 



- 247 - 



• 



Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 



785 



790 



795 



800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 182 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 182 

ctagggcttc ccgccatcaa gaagacgcaa aagaccggc 39 

<210> 183 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 183 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc cgagacggag gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 102 0 
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aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 184 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 184 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 



15 



Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 



70 



75 



80 



Gly Tyr Lys Ala Gly Arg Ala Glu Thr Glu Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 * 1 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 



215 



220 



Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 



230 



235 



240 



Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 



310 



315 



320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Ara 
54 $ 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 185 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 185 

ccggggaaag tcctcctccg tctcggcccg gcccgcctt 39 

<210> 186 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 186 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
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gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaggg 1500 
cttcccgcca tcggcaagac gcaaaagacc ggcaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
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caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 187 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 187 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
I 45 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 
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Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 
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He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

545 ^ 116 ASP Pr ° ^f" Pr ° Asp Leu Ile His Pro ^9 Thr G1 y Arg 



550 



555 



560 



Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn Ile Pro Val Arg Thr Pro Leu Glv 
580 585 590 

Gin Arg Ile Arg Arg Ala Phe Ile Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin Ile Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu Ile Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr Ile Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala Ile Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe Ile Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp Ile Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 



710 



715 



720 



Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Ile Gly Glu Asp Trp Leu Ser Ala Lys 
82 0 825 830 

Glu His His His His His His 
835 
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<210> 188 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 188 

cgggacctcg aggcgcgtga accccaggag gtccac 36 

<210> 189 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 189 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 3 00 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
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cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 13 80 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 190 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 190 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 



70 



75 



80 



Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arq Leu 
100 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 



135 



140 



Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 I 50 155 iso 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arq 
165 170 i 75 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 

180 r "~ 



185 



190 



Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 



215 



220 



Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 



230 



235 



240 



Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arq Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 



280 



285 



Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 F 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 



345 



350 



Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 



365 



Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
J70 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
Job 390 ^ 



395 



400 
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Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 



405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arq 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 



450 



455 



460 



Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 47 0 3 ' JJ -y 



475 



480 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 



Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
5 °° 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 



535 



540 



Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 



550 



555 



560 



Gly 



Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu 
580 585 590 

Gin Arg lie Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp He His 



630 



635 



640 



Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 



715 



720 



Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 



735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 



Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 191 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 191 

ctcctccacg agttcggc 28 

<210> 192 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 192 

accggtcttc ttcgtcttct tcaacttggg aagcctgagc tcgtcaaa 48 

<210> 193 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 193 

aagacgaaga agaccggtaa gcgctccacc age 33 

<210> 194 
<211> 52 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



785 



790 



795 



800 
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<400> 194 

gtcgactcta gatcagtggt ggtggtggtg gtgcttggcc gcccggcgca tc 52 

<210> 195 
<211> 60 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modif ied_base 
<222> (19) . . (42) 

<223> The bases in these positions within this primer 

are 91% of the base shown and 3% each of the other 
3 nucleotides. 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 195 

ggagcgctta ccggtctttt gcgtcttctt gatcttggga agccttagct cgtcaaagag 60 

<210> 196 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 196 

ctcctccacg agttcggc 18 

<210> 197 
<211> 60 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modified_base 
<222> (19) . . (42) 

<223> The bases at these positions within this primer 

are 91% of the base shown and 3% each of the other 
3 nucleotides. 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 197 

caaaagaccg gtaagcgctc caccagcgcc gccgtcctgg aggccctccg cgaggcccac 60 

<210> 198 
<211> 52 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 198 

gtcgactcta gatcagtggt ggtggtggtg gtgcttggcc gcccggcgca tc 52 
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<210> 199 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 199 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaagg 1500 
cttcccaaga tcaacaagac gaagaagacc ggtaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
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aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 200 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 200 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 is 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 



<220> 



100 



105 



110 
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Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 



Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
!45 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 
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Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 



485 



490 



495 



Asp Glu Leu Arg Leu Pro Lys He Asn Lys Thr Lys Lys Thr Gly Lys 
500 505 510 



770 



775 



780 
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Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 201 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 201 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
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cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctaagg 1500 
attcccaaga tcaagaagac gcataagacc ggtaagcgct ccaccagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 202 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 202 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 HO 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
14 5 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 



385 



390 



3 95 



400 
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Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arq 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 



Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 A ™ 2 



470 



475 



480 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg He Pro Lys He Lys Lys Thr His Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Ara 
545 550 555 * 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 - — 



585 



590 



Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
61 0 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 "0 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
67 5 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 — 



720 



Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
74 ° 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 7 90 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 203 
<211> 2517 
<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 203 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
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gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 204 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 204 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 HO 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
2 75 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 



Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 



Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Ara 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
455 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 



He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

545 ^ 116 ASP Pr ° ef« Pr ° ASP LeU Ile His Pro Ar 9 Thr G1 V ^9 



550 



555 



560 



Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn Ile Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg Ile Arg Arg Ala Phe Ile Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin Ile Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp Ile His 
625 "0 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 



276 



Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 * 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 

b ' ~> 680 



685 



Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 

695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 

715 720 
Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
* U 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 

775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 

790 795 



800 



Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 

825 330 

Glu His His His His His His 
835 

<210> 205 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 205 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
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gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 72 0 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccaccagcgc cgccctcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
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ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 206 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 206 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 go 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 i 2 5 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arq 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 
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Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arq 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Leu Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 



Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Ara 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 



565 



570 



575 



Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 
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Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 207 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 207 

gtcggagggg tcccccacga g 21 
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<210> 208 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 208 

tgtggaattg tgagcgg ^ 

<210> 209 
<211> 75 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modif ied_base 
<222> (28) . . (59) 

<223> The bases in these positions within this primer 

are 91% of the base shown and 3% each of the other 
3 nucleotides. 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 209 

ctcgtggggg acccctccga caacctcccc ggggtcaagg gcatcgggga gaagaccgcc 60 
ctcaagcttc tcaag 75 

<210> 210 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 210 

gtggcctcca tatgggccag gac 23 

<210> 211 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 211 

atgaattccg aggcgatgct tccgctcttt 
ggccaccacc tggcctaccg caccttcttc 
gaaccggtgc aggcggtcta cggcttcgcc 
gggtacaagg ccgtcttcgt ggtctttgac 
tacgaggcct acaaggcggg gagggccccg 
ctcatcaagg agctggtgga cctcctgggg 



gaacccaaag gccgggtcct cctggtggac 60 
gccctgaagg gcctcaccac gagccggggc 120 
aagagcctcc tcaaggccct gaaggaggac 180 
gccaaggccc cctccttccg ccacgaggcc 240 
acccccgagg acttcccccg gcagctcgcc 300 
tttacccgcc tcgaggtccc cggctacgag 3 60 
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gcggacgacg ttctcgccac cctggccaag 
atcctcaccg ccgaccgcga cctctaccaa 
cccgagggcc acctcatcac cccggagtgg 
cagtgggtgg acttccgcgc cctcgtgggg 
ggcatcgggg agaagaccgc cctcaagctc 
ctcaagaacc tggaccgggt aaagccagaa 
gaagacctca ggctctcctt ggagctctcc 
gacctcgccc aggggcggga gcccgaccgg 
gagttcggca gcctcctcca cgagttcggc 
gccccctggc ccccgccgga aggggccttc 
atgtgggcgg agcttaaagc cctggccgcc 
gaccccttgg cggggctaaa ggacctcaag 
gccgtcttgg cctcgaggga ggggctagac 
gcctacctcc tggacccttc gaacaccacc 
gagtggacgg aggacgccgc ccaccgggcc 
cttaagcgcc tcgaggggga ggagaagctc 
ctctcccggg tcctggccca tatggaggcc 
caggcccttt ccctggagct tgcggaggag 
ttggcgggcc accccttcaa cctcaactcc 
gagcttaggc ttcccgcctt ggggaagacg 
gcggtgctgg aggccctacg ggaggcccac 
gagctcacca agctcaagaa cacctacgtg 
acgggccgcc tccacacccg cttcaaccag 
tccgacccca acctgcagaa catccccgtc 
gccttcgtgg ccgaggcggg ttgggcgttg 
cgcgtcctcg cccacctctc cggggacgaa 
gacatccaca cccagaccgc aagctggatg 
ctgatgcgcc gggcggccaa gacggtgaac 
aggctctccc aggagcttgc catcccctac 
ttccaaagct tccccaaggt gcgggcctgg 
cggggctacg tggaaaccct cttcggaaga 




aaggcggaaa aggaggggta cgaggtgcgc 420 
ctcgtctccg accgcgtcgc cgtcctccac 480 
ctttgggaga agtacggcct caggccggag 540 
gacccctccg acaacctccg aggggtcagg 600 
ctcaaggagt ggggaagcct ggaaaacctc 660 
aacgtccggg agaagatcaa ggcccacctg 720 
cgggtgcgca ccgacctccc cctggaggtg 780 
gaggggctta gggccttcct ggagaggctg 840 
ctcctggagg cccccgcccc cctggaggag 900 
gtgggcttcg tcctctcccg ccccgagccc 960 
tgcaggggcg gccgcgtgca ccgggcagca 1020 
gaggtccggg gcctcctcgc caaggacctc 1080 
ctcgtgcccg gggacgaccc catgctcctc 1140 
cccgaggggg tggcgcggcg ctacgggggg 1200 
ctcctctcgg agaggctcca tcggaacctc 1260 
ctttggctct accacgaggt ggaaaagccc 1320 
accggggtac ggcgggacgt ggcctacctt 1380 
atccgccgcc tcgaggagga ggtcttccgc 1440 
cgggaccagc tggaaagggt gctctttgac 1500 
caaaagacag gcaagcgctc caccagcgcc 1560 
cccatcgtgg agaagatcct ccagcaccgg 1620 
gaccccctcc caagcctcgt ccacccgagg 1680 
acggccacgg ccacggggag gcttagtagc 1740 
cgcaccccct tgggccagag gatccgccgg 1800 
gtggccctgg actatagcca gatagagctc 1860 
aacctgatca gggtcttcca ggaggggaag 1920 
ttcggcgtcc ccccggaggc cgtggacccc 1980 
ttcggcgtcc tctacggcat gtccgcccat 2040 
gaggaggcgg tggcctttat agagcgctac 2100 
atagaaaaga ccctggagga ggggaggaag 2160 
aggcgctacg tgcccgacct caacgcccgg 2220 
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gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 2280 

gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 

gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 

gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 

ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 252 0 

caccac 2526 

<210> 212 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 212 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 io is 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 no 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Arg Gly Val Arg Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 
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Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
2 60 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
2 75 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arq 
545 550 555 560 
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Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
61 ° 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lvs 
625 "0 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arq Lys 
705 710 715 a 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arq Ala 
785 790 795 y 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 213 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 213 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
ggcatcgggg agtataccgc cctcaagctc ctcaaggagt ggggaagcct ggaaaacctc 660 
ctcaagaacc tggaccgggt aaagccagaa aacgtccggg agaagatcaa ggcccacctg 720 
gaagacctca ggctctcctt ggagctctcc cgggtgcgca ccgacctccc cctggaggtg 780 
gacctcgccc aggggcggga gcccgaccgg gaggggctta gggccttcct ggagaggctg 840 
gagttcggca gcctcctcca cgagttcggc ctcctggagg cccccgcccc cctggaggag 900 
gccccctggc ccccgccgga aggggccttc gtgggcttcg tcctctcccg ccccgagccc 960 
atgtgggcgg agcttaaagc cctggccgcc tgcaggggcg gccgcgtgca ccgggcagca 1020 
gaccccttgg cggggctaaa ggacctcaag gaggtccggg gcctcctcgc caaggacctc 1080 
gccgtcttgg cctcgaggga ggggctagac ctcgtgcccg gggacgaccc catgctcctc 1140 
gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcgcggcg ctacgggggg 1200 
gagtggacgg aggacgccgc ccaccgggcc ctcctctcgg agaggctcca tcggaacctc 1260 
cttaagcgcc tcgaggggga ggagaagctc ctttggctct accacgaggt ggaaaagccc 1320 
ctctcccggg tcctggccca tatggaggcc accggggtac ggcgggacgt ggcctacctt 1380 
caggcccttt ccctggagct tgcggaggag atccgccgcc tcgaggagga ggtcttccgc 1440 
ttggcgggcc accccttcaa cctcaactcc cgggaccagc tggaaagggt gctctttgac 1500 
gagcttaggc ttcccgcctt ggggaagacg caaaagacag gcaagcgctc caccagcgcc 1560 
gcggtgctgg aggccctacg ggaggcccac cccatcgtgg agaagatcct ccagcaccgg 1620 
gagctcacca agctcaagaa cacctacgtg gaccccctcc caagcctcgt ccacccgagg 1680 
acgggccgcc tccacacccg cttcaaccag acggccacgg ccacggggag gcttagtagc 1740 
tccgacccca acctgcagaa catccccgtc cgcaccccct tgggccagag gatccgccgg 1800 
gccttcgtgg ccgaggcggg ttgggcgttg gtggccctgg actatagcca gatagagctc 1860 
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cgcgtcctcg cccacctctc cggggacgaa aacctgatca gggtcttcca ggaggggaag 1920 

gacatccaca cccagaccgc aagctggatg ttcggcgtcc ccccggaggc cgtggacccc 1980 

ctgatgcgcc gggcggccaa gacggtgaac ttcggcgtcc tctacggcat gtccgcccat 2040 

aggctctccc aggagcttgc catcccctac gaggaggcgg tggcctttat agagcgctac 2100 

ttccaaagct tccccaaggt gcgggcctgg atagaaaaga ccctggagga ggggaggaag 2160 

cggggctacg tggaaaccct cttcggaaga aggcgctacg tgcccgacct caacgcccgg 2220 

gtgaagagcg tcagggaggc cgcggagcgc atggccttca acatgcccgt ccagggcacc 22 80 

gccgccgacc tcatgaagct cgccatggtg aagctcttcc cccgcctccg ggagatgggg 2340 

gcccgcatgc tcctccaggt cgccaacgag ctcctcctgg aggcccccca agcgcgggcc 2400 

gaggaggtgg cggctttggc caaggaggcc atggagaagg cctatcccct cgccgtgccc 2460 

ctggaggtgg aggtggggat gggggaggac tggctttccg ccaagggtca ccaccaccac 2520 

caccac 2526 

<210> 214 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 214 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 
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Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Tyr Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 



485 



490 



495 
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Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 
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Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 215 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 215 

--5 4— /-f 4— 4— r-i /~*r 

atgdattCCy 


aggcgatg Ct 


^ /"*■ /T /"i 4~ ^ ^ ^ 

CCCyCtCCtL 


gaacccaaag 


y ccyyy t.cc t. 


/"» /""« ^ /T/T ^ /T/T a /""• 

cc uygcyyac 


o u 


/t/t r+ s~* o /"< /■» o /*• /"« 
ygCCaCCaCC 


uyyccuaccy 


o I - 4— /■» 4- 4- /-i 

CaCCtCCCCC 


yccccyadyy 


y CCCCaCCaC 


gagccggggc 




yaaccyycyc 


aggcyy cc ta 


/"I /T/T /^l 4— 4- /-i /w. m « 

cyyctccgcc 


aa.ya.yCCt.CC 


4— ^ a ^ rif~i f* f* 

LCaayyCLCt 


/T a 3 /T/T a /T/T O /""• 

gaaggaggac 


i fln 


yygt-acaagg 


/™1 4™ /^"i 4*" 4™ y^f 1 

ccgt.ct.ucyu 


ggtcccxgac 


gc c aaggc c c 


^< 4~ 4~ 4^ /~i 

cctcctLccg 


ccacgaggcc 


z*± u 


LdCgayyCCL 


a c a aggcggg 


gagggccccg 


acccccgagg 


^ t™* 4~ ^ /"i /^t ^i/"* 

aCLtCCCCCg 


gcagc tcgcc 


JUU 


ctcatcaagg 


agctggtgga 


cctcctgggg 


tttacccgcc 


tcgaggtccc 


cggctacgag 


JbU 


gcggacgacg 


ttctcgccac 


cctggccaag 


aaggcggaaa 


aggagggg t a 


cgaggtgcgc 


/ion 


atcctcaccg 


ccgaccgcga 


cctctaccaa 


ctcgtctccg 


accgcgtcgc 


cgtcctccac 


/(OA 

480 


cccgagggcc 


acctcatcac 


cccggagtgg 


ctttgggaga 


agtacggcct 


caggc cggag 


540 


cagtgggtgg 


acttccgcgc 


cctcgtgggg 


gacccctccg 


acaacctccc 


cggggtcaag 


600 


ggcatcaggg 


agaagaccgc 


cctcaagctc 


ctcaaggagt 


ggggaagcct 


ggaaaacctc 


660 


ctcaagaacc 


tggaccgggt 


aaagccagaa 


aacgtccggg 


agaagatcaa 


ggcccacctg 


720 


gaagacctca 


ggctctcctt 


ggagctctcc 


cgggtgcgca 


ccgacctccc 


cctggaggtg 


780 


gacctcgccc 


aggggcggga 


gcccgaccgg 


gaggggctta 


gggccttcct 


ggagaggctg 


840 


gagttcggca 


gcctcctcca 


cgagttcggc 


ctcctggagg 


cccccgcccc 


cctggaggag 


900 


gccccctggc 


ccccgccgga 


aggggccttc 


gtgggcttcg 


tcctctcccg 


ccccgagccc 


960 


atgtgggcgg 


agcttaaagc 


cctggccgcc 


tgcaggggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaccccttgg 


cggggctaaa 


ggacctcaag 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


gccgtcttgg 


cctcgaggga 


ggggctagac 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


gcctacctcc 


tggacccttc 


gaacaccacc 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


gagtggacgg 


aggacgccgc 


ccaccgggcc 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


cttaagcgcc 


tcgaggggga 


ggagaagctc 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 
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ctctcccggg 


tcctggccca 


tatggaggcc 


accggggtac 


ggcgggacgt ggcctacctt 


1380 


caggcccttt 


ccctggagct 


tgcggaggag 


atccgccgcc 


tcgaggagga ggtcttccgc 


1440 


ttggcgggcc 


accccttcaa 


cctcaactcc 


cgggaccagc 


tggaaagggt gctctttgac 


1500 


gagcttaggc 


ttcccgcctt 


ggggaagacg 


caaaagacag 


gcaagcgctc caccagcgcc 


1560 


gcggtgctgg 


aggccctacg 


ggaggcccac 


cccatcgtgg 


agaagatcct ccagcaccgg 


1620 


gagctcacca 


agctcaagaa 


cacctacgtg 


gaccccctcc 


caagcctcgt ccacccgagg 


1680 


acgggccgcc 


tccacacccg 


cttcaaccag 


acggccacgg 


ccacggggag gcttagtagc 


1740 


tccgacccca 


acctgcagaa 


catccccgtc 


cgcaccccct 


tgggccagag gatccgccgg 


1800 


gccttcgtgg 


ccgaggcggg 


ttgggcgttg 


gtggccctgg 


actatagcca gatagagctc 


1860 


cgcgtcctcg 


cccacctctc 


cggggacgaa 


aacctgatca 


gggtcttcca ggaggggaag 


1920 


gacatccaca 


cccagaccgc 


aagctggatg 


ttcggcgtcc 


ccccggaggc cgtggacccc 


1980 


ctgatgcgcc 


gggcggccaa 


gacggtgaac 


ttcggcgtcc 


tctacggcat gtccgcccat 


2040 


aggctctccc 


aggagcttgc 


catcccctac 


gaggaggcgg 


tggcctttat agagcgctac 


2100 


ttccaaagct 


tccccaaggt 


gcgggcctgg 


atagaaaaga 


ccctggagga ggggaggaag 


2160 


cggggctacg 


tggaaaccct 


cttcggaaga 


aggcgctacg 


tgcccgacct caacgcccgg 


2220 


gtgaagagcg 


tcagggaggc 


cgcggagcgc 


atggccttca 


acatgcccgt ccagggcacc 


2280 


gccgccgacc 


tcatgaagct 


cgccatggtg 


aagctcttcc 


cccgcctccg ggagatgggg 


2340 


gcccgcatgc 


tcctccaggt 


cgccaacgag 


ctcctcctgg 


aggcccccca agcgcgggcc 


2400 


gaggaggtgg 


cggctttggc 


caaggaggcc 


atggagaagg 


cctatcccct cgccgtgccc 


2460 


ctggaggtgg 


aggtggggat 


gggggaggac 


tggctttccg 


ccaagggtca ccaccaccac 


2520 


caccac 










2526 



<210> 216 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 216 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 
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Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly lie Arg Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 
245 250 255 

Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 



Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 
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Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 

Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 



Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 
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Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala 
740 745 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp 
755 760 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met 
770 775 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala 
785 790 795 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met 
805 810 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met 
820 825 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 217 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 217 



atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaaga 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 




Ala Glu Arg Met Ala 
750 

Leu Met Lys Leu Ala 
765 

Gly Ala Arg Met Leu 
780 

Pro Gin Ala Arg Ala 
800 

Glu Lys Ala Tyr Pro 
815 

Gly Glu Asp Trp Leu 
830 
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* 






• 






gatcttctgg 


ccctggccgc 


cgccaggggc 


ggccgcgtcc 


accgggcccc 


cgagccttat 


1020 


aaagccctca 


gggacctgaa 


ggaggcgcgg 


gggcttctcg 


ccaaagacct 


gagcgttctg 


1080 


gccctgaggg 


aaggccttgg 


cctcccgccc 


ggcgacgacc 


ccatgctcct 


cgcctacctc 


1140 


ctggaccctt 


cgaacaccac 


ccccgagggg 


gtggcccggc 


gctacggcgg 


ggagtggacg 


1200 


gaggaggcgg 


gggagcgggc 


cgccctttcc 


gagaggctct 


tcgccaacct 


gcttaagagg 


1260 


cttgaggggg 


aggagaggct 


cctttggctt 


taccgggagg 


tggagaggcc 


cctttccgct 


1320 


gtcctggccc 


atatggaggc 


cacgggggtg 


cgcctggacg 


tggcctatct 


cagggccttg 


1380 


tccctggagg 


tggccgagga 


gatcgcccgc 


ctcgaggccg 


aggtcttccg 


cctggccggc 


1440 


caccccttca 


acctcaactc 


ccgggaccag 


ctggaaaggg 


tcctctttga 


cgagctcagg 


1500 


cttcccaagt 


tgaagaagac 


gaagaagacc 


ggtaagcgct 


ccagcagcgc 


cgccgtcctg 


1560 


gaggccctcc 


gcgaggccca 


ccccatcgtg 


gagaagatcc 


tgcagtaccg 


ggagctcacc 


1620 


aagctgaaga 


gcacctacat 


tgaccccttg 


ccggacctca 


tccaccccag 


gacgggccgc 


1680 


ctccacaccc 


gcttcaacca 


gacggccacg 


gccacgggca 


ggctaagtag 


ctccgatccc 


1740 


aacctccaga 


acatccccgt 


ccgcaccccg 


cttgggcaga 


ggatccgccg 


ggccttcatc 


1800 


gccgaggagg 


ggtggctatt 


ggtggccctg 


gactatagcc 


agatagagct 


cagggtgctg 


1860 


gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


cgggcggcca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


ccgcctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tcgccaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 218 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 218 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 1S 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 



70 



75 



80 



Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arq Gin 
85 go 



95 



Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arq Leu 
10° 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

130 G1U ^ 116 LSU Thr Ala ASP Lys 



135 



140 



Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 



170 



175 



Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asd 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 



260 



265 



270 



Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 



310 



315 



320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 



360 



365 



Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
37 0 375 



380 



Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 



390 



395 400 
Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 



405 



410 



415 



Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arq 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 



445 



Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 



Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 



510 



Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 



525 



He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 

530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
d*±d 550 — * 



555 



560 



Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Glv 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 6 05 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 6 2 o 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp He His 



630 



635 



640 



Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 219 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 219 

cgggacctcg aggcgcgtga accccaggag gtccac 36 

<210> 220 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 220 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
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gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc cgagacggag gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
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caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 22 80 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 221 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 221 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Glu Thr Glu Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
US 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 
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Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 mc J 



205 



Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 



215 



220 



Leu Lys Pro Ala lie Arg Glu Lys He Leu Ala His Met Asp Asp Leu 



230 



235 



240 



Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 



265 



270 



Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 



310 



315 



320 



Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 



335 



Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 ~ - - 



345 



350 



Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 3 8 o 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 



390 



395 400 
Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 



405 



410 



415 



Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
4 35 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
4 =>° 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 



Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 



505 510 
Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 



520 



525 
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He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arq 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 



<210> 222 
<211> 39 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 222 

ccggggaaag tcctcctccg tctcggcccg gcccgcctt 39 

<210> 223 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 223 

gtcggactcg tcaccggtca gggc 24 

<210> 224 
<211> 75 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> modif iedjbase 
<222> (28) . . (60) 

<223> The bases in these positions within this primer 

are 91% of the base shown and 3% each of the other 
3 nucleotides . 

<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 224 

ctgaccggtg acgagtccga caaccttccc ggggtcaagg gcatcgggga gaggacggcg 60 
aggaagcttc tggag 75 

<210> 225 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 225 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
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accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caatggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
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ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 24 00 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 226 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 226 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 io 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu . Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 no 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Asn Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arq 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 
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Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
46 5 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 
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Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 227 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 227 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cgcagaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
gtgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 228 

<211> 839 

<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 228 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
1 5 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 HO 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 



<220> 



145 



150 



155 



160 
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Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Gin Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 



485 



490 



495 
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Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 



Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 229 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 229 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatg 600 
ggggagaaga cggggaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
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gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 

tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 

cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 

gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 

aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 

aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 

gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 

gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 

acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 

caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 

ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 

gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 

9tgcgggagg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 

ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 

gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 

gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 230 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 230 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val He 
50 55 60 
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Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly Met Gly Glu Lys Thr Gly Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 



Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 
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Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 



725 



730 



735 
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Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 231 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 231 
atgaattcgg 


ggatgctgcc 


cctctttgag 


cccaagggcc 


gggtcctcct 


ggtggacggc 


60 


caccacctgg 


cctaccgcac 


cttccacgcc 


ctgaagggcc 


tcaccaccag 


ccggggggag 


120 


ccggtgcagg 


cggtctacgg 


cttcgccaag 


agcctcctca 


aggccctcaa 


ggaggacggg 


180 


gacgcggtga 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacggg 


240 


gggtacaagg 


cgggccgggc 


ccccacgccg 


gaggactttc 


cccggcaact 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggttcacg 


cgcctcgagg 


tcccgggcta 


cgaggcggac 


360 


gacgtcctgg 


ccagcctggc 


caagaaggcg 


gaaaaggagg 


gctacgaggt 


ccgcatcctc 


420 


accgccgaca 


aagaccttta 


ccagctcctt 


tccgaccgca 


tccacgtcct 


ccaccccgag 


480 


gggtacctca 


tcaccccggc 


ctggctttgg 


gaaaagtacg 


gcctgaggcc 


cgaccagtgg 


540 


gccgactacc 


gggccctgac 


cggggacgag 


tccgacaacc 


ttcccggggt 


caagggcatc 


600 


ggggagaata 


cggcgaggaa 


gcttctggag 


gagtggggga 


gcctggaagc 


cctcctcaag 


660 


aacctggacc 


ggctgaagcc 


cgccatccgg 


gagaagatcc 


tggcccacat 


ggacgatctg 


720 


aagctctcct 


gggacctggc 


caaggtgcgc 


accgacctgc 


ccctggaggt 


ggacttcgcc 


780 


aaaaggcggg 


agcccgaccg 


ggagaggctt 


agggcctttc 


tggagaggct 


tgagtttggc 


840 


agcctcctcc 


acgagttcgg 


ccttctggaa 


agccccaagg 


ccctggagga 


ggccccctgg 


900 


cccccgccgg 


aaggggcctt 


cgtgggcttt 


gtgctttccc 


gcaaggagcc 


catgtgggcc 


960 



- 317 - 




gatcttctgg ccctggccgc cgccaggggc ggccgcgtcc accgggcccc cgagccttat 1020 
aaagccctca gggacctgaa ggaggcgcgg gggcttctcg ccaaagacct gagcgttctg 1080 
gccctgaggg aaggccttgg cctcccgccc ggcgacgacc ccatgctcct cgcctacctc 1140 
ctggaccctt cgaacaccac ccccgagggg gtggcccggc gctacggcgg ggagtggacg 1200 
gaggaggcgg gggagcgggc cgccctttcc gagaggctct tcgccaacct gcttaagagg 1260 
cttgaggggg aggagaggct cctttggctt taccgggagg tggagaggcc cctttccgct 1320 
gtcctggccc atatggaggc cacgggggtg cgcctggacg tggcctatct cagggccttg 1380 
tccctggagg tggccgagga gatcgcccgc ctcgaggccg aggtcttccg cctggccggc 1440 
caccccttca acctcaactc ccgggaccag ctggaaaggg tcctctttga cgagctcagg 1500 
cttcccaagt tgaagaagac gaagaagacc ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gaggccctcc gcgaggccca ccccatcgtg gagaagatcc tgcagtaccg ggagctcacc 1620 
aagctgaaga gcacctacat tgaccccttg ccggacctca tccaccccag gacgggccgc 1680 
ctccacaccc gcttcaacca gacggccacg gccacgggca ggctaagtag ctccgatccc 1740 
aacctccaga acatccccgt ccgcaccccg cttgggcaga ggatccgccg ggccttcatc 1800 
gccgaggagg ggtggctatt ggtggccctg gactatagcc agatagagct cagggtgctg 1860 
gcccacctct ccggcgacga gaacctgatc cgggtcttcc aggaggggcg ggacatccac 1920 
acggagaccg ccagctggat gttcggcgtc ccccgggagg ccgtggaccc cctgatgcgc 1980 
cgggcggcca agaccatcaa cttcggggtc ctctacggca tgtcggccca ccgcctctcc 2040 
caggagctag ccatccctta cgaggaggcc caggccttca ttgagcgcta ctttcagagc 2100 
ttccccaagg tgcgggcctg gattgagaag accctggagg agggcaggag gcgggggtac 2160 
gtggagaccc tcttcggccg ccgccgctac gtgccagacc tagaggcccg ggtgaagagc 2220 
9 fc 9 c 999agg cggccgagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 
ctcatgaagc tggctatggt gaagctcttc cccaggctgg aggaaatggg ggccaggatg 2340 
ctccttcagg tcgccaacga gctggtcctc gaggccccaa aagagagggc ggaggccgtg 2400 
gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 
gaggtgggga taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 2517 

<210> 232 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 232 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Asn Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 



Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 
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Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu lie Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 



645 



650 



655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 233 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 233 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggttcacg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
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gccgactacc gggccctgac cggggacgag 
ggggagaagc cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg gggagcgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccaagt tgaagaagac gaagaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 
gcccacctct ccggcgacga gaacctgatc 
acggagaccg ccagctggat gttcggcgtc 
cgggcggcca agaccatcaa cttcggggtc 
caggagctag ccatccctta cgaggaggcc 
ttccccaagg tgcgggcctg gattgagaag 
gtggagaccc tcttcggccg ccgccgctac 
gtgcgggagg cggccgagcg catggccttc 
ctcatgaagc tggctatggt gaagctcttc 
ctccttcagg tcgccaacga gctggtcctc 




tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtcc accgggcccc cgagccttat 1020 
gggcttctcg ccaaagacct gagcgttctg 1080 
ggcgacgacc ccatgctcct cgcctacctc 1140 
gtggcccggc gctacggcgg ggagtggacg 1200 
gagaggctct tcgccaacct gcttaagagg 1260 
taccgggagg tggagaggcc cctttccgct 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctcagg 1500 
ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gagaagatcc tgcagtaccg ggagctcacc 1620 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
cgggtcttcc aggaggggcg ggacatccac 1920 
ccccgggagg ccgtggaccc cctgatgcgc 1980 
ctctacggca tgtcggccca ccgcctctcc 2040 
caggccttca ttgagcgcta ctttcagagc 2100 
accctggagg agggcaggag gcgggggtac 2160 
gtgccagacc tagaggcccg ggtgaagagc 2220 
aacatgcccg tccagggcac cgccgccgac 2280 
cccaggctgg aggaaatggg ggccaggatg 2340 
gaggccccaa aagagagggc ggaggccgtg 2400 
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gcccggctgg ccaaggaggt catggagggg gtgtatcccc tggccgtgcc cctggaggtg 2460 



<210> 234 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 234 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Pro Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 



gaggtgggga 



taggggagga ctggctctcc gccaaggagc accaccacca ccaccac 



2517 
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Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 



565 



570 



575 



- 324 - 



Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Arg Asp lie His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala lie Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp lie Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 

Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 
835 

<210> 235 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 235 

atgaattcgg ggatgctgcc cctctttgag 
caccacctgg cctaccgcac cttccacgcc 
ccggtgcagg cggtctacgg cttcgccaag 
gacgcggtga tcgtggtctt tgacgccaag 
gggtacaagg cgggccgggc ccccacgccg 
aaggagctgg tggacctcct ggggttcacg 
gacgtcctgg ccagcctggc caagaaggcg 
accgccgaca aagaccttta ccagctcctt 
gggtacctca tcaccccggc ctggctttgg 
gccgactacc gggccctgac cggggacgag 
ggggagaaga cggcgaggaa gcttctggag 
aacctggacc ggctgaagcc cgccatccgg 
aagctctcct gggacctggc caaggtgcgc 
aaaaggcggg agcccgaccg ggagaggctt 
agcctcctcc acgagttcgg ccttctggaa 
cccccgccgg aaggggcctt cgtgggcttt 
gatcttctgg ccctggccgc cgccaggggc 
aaagccctca gggacctgaa ggaggcgcgg 
gccctgaggg aaggccttgg cctcccgccc 
ctggaccctt cgaacaccac ccccgagggg 
gaggaggcgg gggagcgggc cgccctttcc 
cttgaggggg aggagaggct cctttggctt 
gtcctggccc atatggaggc cacgggggtg 
tccctggagg tggccgagga gatcgcccgc 
caccccttca acctcaactc ccgggaccag 
cttcccaagt tgaagaagac gaagaagacc 
gaggccctcc gcgaggccca ccccatcgtg 
aagctgaaga gcacctacat tgaccccttg 
ctccacaccc gcttcaacca gacggccacg 
aacctccaga acatccccgt ccgcaccccg 
gccgaggagg ggtggctatt ggtggccctg 




cccaagggcc gggtcctcct ggtggacggc 60 
ctgaagggcc tcaccaccag ccggggggag 120 
agcctcctca aggccctcaa ggaggacggg 180 
gccccctcct tccgccacga ggcctacggg 240 
gaggactttc cccggcaact cgccctcatc 300 
cgcctcgagg tcccgggcta cgaggcggac 360 
gaaaaggagg gctacgaggt ccgcatcctc 420 
tccgaccgca tccacgtcct ccaccccgag 480 
gaaaagtacg gcctgaggcc cgaccagtgg 540 
tccgacaacc ttcccggggt caagggcatc 600 
gagtggggga gcctggaagc cctcctcaag 660 
gagaagatcc tggcccacat ggacgatctg 720 
accgacctgc ccctggaggt ggacttcgcc 780 
agggcctttc tggagaggct tgagtttggc 840 
agccccaagg ccctggagga ggccccctgg 900 
gtgctttccc gcaaggagcc catgtgggcc 960 
ggccgcgtcc accgggcccc cgagccttat 1020 
gggcttctcg ccaaagacct gagcgttctg 1080 
ggcgacgacc ccatgctcct cgcctacctc 1140 
gtggcccggc gctacggcgg ggagtggacg 1200 
gagaggctct tcgccaacct gcttaagagg 1260 
taccgggagg tggagaggcc cctttccgct 1320 
cgcctggacg tggcctatct cagggccttg 1380 
ctcgaggccg aggtcttccg cctggccggc 1440 
ctggaaaggg tcctctttga cgagctcagg 1500 
ggtaagcgct ccagcagcgc cgccgtcctg 1560 
gagaagatcc tgcagtaccg ggagctcacc 162 0 
ccggacctca tccaccccag gacgggccgc 1680 
gccacgggca ggctaagtag ctccgatccc 1740 
cttgggcaga ggatccgccg ggccttcatc 1800 
gactatagcc agatagagct cagggtgctg 1860 
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gcccacctct 


ccggcgacga 


gaacctgatc 


cgggtcttcc 


aggaggggcg 


ggacatccac 


1920 


acggagaccg 


ccagctggat 


gttcggcgtc 


ccccgggagg 


ccgtggaccc 


cctgatgcgc 


1980 


c 999 c 99cca 


agaccatcaa 


cttcggggtc 


ctctacggca 


tgtcggccca 


cgccctctcc 


2040 


caggagctag 


ccatccctta 


cgaggaggcc 


caggccttca 


ttgagcgcta 


ctttcagagc 


2100 


ttccccaagg 


tgcgggcctg 


gattgagaag 


accctggagg 


agggcaggag 


gcgggggtac 


2160 


gtggagaccc 


tcttcggccg 


ccgccgctac 


gtgccagacc 


tagaggcccg 


ggtgaagagc 


2220 


gtgcgggagg 


cggccgagcg 


catggccttc 


aacatgcccg 


tccagggcac 


cgccgccgac 


2280 


ctcatgaagc 


tggctatggt 


gaagctcttc 


cccaggctgg 


aggaaatggg 


ggccaggatg 


2340 


ctccttcagg 


tcgccaacga 


gctggtcctc 


gaggccccaa 


aagagagggc 


ggaggccgtg 


2400 


gcccggctgg 


ccaaggaggt 


catggagggg 


gtgtatcccc 


tggccgtgcc 


cctggaggtg 


2460 


gaggtgggga 


taggggagga 


ctggctctcc 


gccaaggagc 


accaccacca 


ccaccac 


2517 



<210> 236 
<211> 839 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 236 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 . 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 
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Asp Leu Tyr Gin Leu Leu Ser Asp Arg He His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu He Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala He Arg Glu Lys He Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 

Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu 
355 360 365 

Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg 
420 425 430 

Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val 
450 455 460 

Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly 



465 



470 



475 



480 



- 328 - 



His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Lys Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Ser Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser 
530 535 540 

Thr Tyr lie Asp Pro Leu Pro Asp Leu lie His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe lie Ala Glu Glu Gly Trp Leu Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His 
625 630 635 640 

Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp 
645 650 655 

Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Ala Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 



Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala Glu Ala Val 
785 790 795 800 
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Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro Leu Ala Val 



Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Glu His His His His His His 



<210> 237 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 237 

tagctcctgg gagagggcgt gggccgacat gcc 33 

<210> 238 
<211> 2517 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: Synthetic 
<400> 238 

atgaattcgg ggatgctgcc cctctttgag cccaagggcc gggtcctcct ggtggacggc 60 
caccacctgg cctaccgcac cttccacgcc ctgaagggcc tcaccaccag ccggggggag 120 
ccggtgcagg cggtctacgg cttcgccaag agcctcctca aggccctcaa ggaggacggg 180 
gacgcggtga tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacggg 240 
gggtacaagg cgggccgggc ccccacgccg gaggactttc cccggcaact cgccctcatc 300 
aaggagctgg tggacctcct ggggctggcg cgcctcgagg tcccgggcta cgaggcggac 360 
gacgtcctgg ccagcctggc caagaaggcg gaaaaggagg gctacgaggt ccgcatcctc 420 
accgccgaca aagaccttta ccagctcctt tccgaccgca tccacgtcct ccaccccgag 480 
gggtacctca tcaccccggc ctggctttgg gaaaagtacg gcctgaggcc cgaccagtgg 540 
gccgactacc gggccctgac cggggacgag tccgacaacc ttcccggggt caagggcatc 600 
ggggagaaga cggcgaggaa gcttctggag gagtggggga gcctggaagc cctcctcaag 660 
aacctggacc ggctgaagcc cgccatccgg gagaagatcc tggcccacat ggacgatctg 720 
aagctctcct gggacctggc caaggtgcgc accgacctgc ccctggaggt ggacttcgcc 780 
aaaaggcggg agcccgaccg ggagaggctt agggcctttc tggagaggct tgagtttggc 840 
agcctcctcc acgagttcgg ccttctggaa agccccaagg ccctggagga ggccccctgg 900 
cccccgccgg aaggggcctt cgtgggcttt gtgctttccc gcaaggagcc catgtgggcc 960 
gatcttctgg ccctggccgc cgccaggggc ggccgcgtgc accgggcagc agaccccttg 1020 



805 



810 



815 



835 



<220> 
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gcggggctaa aggacctcaa ggaggtccgg ggcctcctcg ccaaggacct cgccgtcttg 1080 

gcctcgaggg aggggctaga cctcgtgccc ggggacgacc ccatgctcct cgcctacctc 1140 

ctggaccctt cgaacaccac ccccgagggg gtggcgcggc gctacggggg ggagtggacg 1200 

gaggacgccg cccaccgggc cctcctctcg gagaggctcc atcggaacct ccttaagcgc 1260 

ctcgaggggg aggagaagct cctttggctc taccacgagg tggaaaagcc cctctcccgg 1320 

gtcctggccc atatggaggc caccggggta cggcgggacg tggcctacct tcaggccctt 1380 

tccctggagc ttgcggagga gatccgccgc ctcgaggagg aggtcttccg cttggcgggc 1440 

caccccttca acctcaactc ccgggaccag ctggaaaggg tgctctttga cgagcttagg 1500 

cttcccgcct tgaagaagac gaagaagaca ggcaagcgct ccaccagcgc cgcggtgctg 1560 

gaggccctac gggaggccca ccccatcgtg gagaagatcc tccagcaccg ggagctcacc 1620 

aagctcaaga acacctacgt ggaccccctc ccaagcctcg tccacccgag gacgggccgc 1680 

ctccacaccc gcttcaacca gacggccacg gccacgggga ggcttagtag ctccgacccc 1740 

aacctgcaga acatccccgt ccgcaccccc ttgggccaga ggatccgccg ggccttcgtg 1800 

gccgaggcgg gttgggcgtt ggtggccctg gactatagcc agatagagct ccgcgtcctc 1860 

gcccacctct ccggggacga aaacctgatc agggtcttcc aggaggggaa ggacatccac 1920 

acccagaccg caagctggat gttcggcgtc cccccggagg ccgtggaccc cctgatgcgc 1980 

cgggcggcca agacggtgaa cttcggcgtc ctctacggca tgtccgccca taggctctcc 2040 

caggagcttg ccatccccta cgaggaggcg gtggccttta tagagcgcta cttccaaagc 2100 

ttccccaagg tgcgggcctg gatagaaaag accctggagg aggggaggaa gcggggctac 2160 

gtggaaaccc tcttcggaag aaggcgctac gtgcccgacc tcaacgcccg ggtgaagagc 2220 

gtcagggagg ccgcggagcg catggccttc aacatgcccg tccagggcac cgccgccgac 2280 

ctcatgaagc tcgccatggt gaagctcttc ccccgcctcc gggagatggg ggcccgcatg 2340 

ctcctccagg tcgccaacga gctcctcctg gaggcccccc aagcgcgggc cgaggaggtg 2400 

gcggctttgg ccaaggaggc catggagaag gcctatcccc tcgccgtgcc cctggaggtg 2460 

9 a 99tgggga tgggggagga ctggctttcc gccaagggtc accaccacca ccaccac 2517 

<210> 239 
<211> 839 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



- 331 - 



<400> 239 

Met Asn Ser Gly Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu 
15 10 15 

Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe His Ala Leu Lys 
20 25 30 

Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe 
35 40 45 

Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Asp Ala Val lie 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Gly 
65 70 75 80 

Gly Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Leu Ala Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Ser Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Lys 
130 135 140 

Asp Leu Tyr Gin Leu Leu Ser Asp Arg lie His Val Leu His Pro Glu 
145 150 155 160 

Gly Tyr Leu lie Thr Pro Ala Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Asp Gin Trp Ala Asp Tyr Arg Ala Leu Thr Gly Asp Glu Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Arg Lys Leu 
195 200 205 

Leu Glu Glu Trp Gly Ser Leu Glu Ala Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Leu Lys Pro Ala lie Arg Glu Lys lie Leu Ala His Met Asp Asp Leu 
225 230 235 240 

Lys Leu Ser Trp Asp Leu Ala Lys Val Arg Thr Asp Leu Pro Leu Glu 
245 250 255 

Val Asp Phe Ala Lys Arg Arg Glu Pro Asp Arg Glu Arg Leu Arg Ala 
260 265 270 

Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu 
275 280 285 

Leu Glu Ser Pro Lys Ala Leu Glu Glu Ala Pro Trp Pro Pro Pro Glu 
290 295 300 

Gly Ala Phe Val Gly Phe Val Leu Ser Arg Lys Glu Pro Met Trp Ala 
305 310 315 320 



- 332 - 





Asp Leu Leu Ala Leu Ala Ala Ala Arg Gly Gly Arg Val His Arg Ala 
325 330 335 

Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu 
340 345 350 

Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu 
355 360 365 

Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser 
370 375 380 

Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr 
385 390 395 400 

Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn 
405 410 415 

Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His 
420 425 430 

Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr 
435 440 445 

Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu 
450 455 460 

Ala Glu Glu lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly 
465 470 475 480 

His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe 
485 490 495 

Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys 
500 505 510 

Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro 
515 520 525 

lie Val Glu Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn 
530 535 540 

Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg 
545 550 555 560 

Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser 
565 570 575 

Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly 
580 585 590 

Gin Arg lie Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val 
595 600 605 

Ala Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser 
610 615 620 

Gly Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Lys Asp lie His 
625 630 635 640 

Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp 



645 



650 



655 
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Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr 
660 665 670 

Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu 
675 680 685 

Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val 
690 695 700 

Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arq Gly Tvr 
705 710 715 720 

Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala 
725 730 735 

Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met 
740 745 750 

Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys 
755 760 765 

Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val 
770 775 780 

Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val 
785 790 795 800 

Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val 
805 810 815 

Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys 
820 825 830 

Gly His His His His His His 
835 

<210> 240 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 240 

atgaattccg aggcgatgct tccgctcttt gaacccaaag gccgggtcct cctggtggac 60 
ggccaccacc tggcctaccg caccttcttc gccctgaagg gcctcaccac gagccggggc 120 
gaaccggtgc aggcggtcta cggcttcgcc aagagcctcc tcaaggccct gaaggaggac 180 
gggtacaagg ccgtcttcgt ggtctttgac gccaaggccc cctccttccg ccacgaggcc 240 
tacgaggcct acaaggcggg gagggccccg acccccgagg acttcccccg gcagctcgcc 300 
ctcatcaagg agctggtgga cctcctgggg tttacccgcc tcgaggtccc cggctacgag 360 
gcggacgacg ttctcgccac cctggccaag aaggcggaaa aggaggggta cgaggtgcgc 420 
atcctcaccg ccgaccgcga cctctaccaa ctcgtctccg accgcgtcgc cgtcctccac 480 
cccgagggcc acctcatcac cccggagtgg ctttgggaga agtacggcct caggccggag 540 
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cagtgggtgg acttccgcgc cctcgtgggg gacccctccg acaacctccc cggggtcaag 600 
ggcatcgggg agaagaccgc cctcaagctc ctcaaggagt ggggaagcct ggaaaacctc 660 
ctcaagaacc tggaccgggt aaagccagaa aacgtccggg agaagatcaa ggcccacctg 720 
gaagacctca ggctctcctt ggagctctcc cgggtgcgca ccgacctccc cctggaggtg 780 
gacctcgccc aggggcggga gcccgaccgg gaggggctta gggccttcct ggagaggctg 840 
gagttcggca gcctcctcca cgagttcggc ctcctggagg cccccgcccc cctggaggag 900 
gccccctggc ccccgccgga aggggccttc gtgggcttcg tcctctcccg ccccgagccc 960 
at 9tgggcgg agcttaaagc cctggccgcc tgcaggggcg gccgcgtcca ccgggccccc 1020 
gagccttata aagccctcag ggacctgaag gaggcgcggg ggcttctcgc caaagacctg 1080 
agcgttctgg ccctgaggga aggccttggc ctcccgcccg gcgacgaccc catgctcctc 1140 
gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcccggcg ctacggcggg 1200 
gagtggacgg aggaggcggg ggagcgggcc gccctttccg agaggctctt cgccaacctg 1260 
cttaagaggc ttgaggggga ggagaggctc ctttggcttt accgggaggt ggagaggccc 1320 
ctttccgctg tcctggccca tatggaggcc acgggggtgc gcctggacgt ggcctatctc 1380 
agggccttgt ccctggaggt ggccgaggag atcgcccgcc tcgaggccga ggtcttccgc 1440 
ctggccggcc accccttcaa cctcaactcc cgggaccagc tggaaagggt cctctttgac 1500 
gagctagggc ttcccgccat caagaagacg caaaagaccg gcaagcgctc caccagcgcc 1560 
gccgtcctgg aggccctccg cgaggcccac cccatcgtgg agaagatcct gcagtaccgg 1620 
gagctcacca agctgaagag cacctacatt gaccccttgc cggacctcat ccaccccagg 1680 
acgggccgcc tccacacccg cttcaaccag acggccacgg ccacgggcag gctaagtagc 1740 
tccgatccca acctccagaa catccccgtc cgcaccccgc ttgggcagag gatccgccgg 1800 
gccttcatcg ccgaggaggg gtggctattg gtggccctgg actatagcca gatagagctc 1860 
agggtgctgg cccacctctc cggcgacgag aacctgatcc gggtcttcca ggaggggcgg 1920 
gacatccaca cggagaccgc cagctggatg ttcggcgtcc cccgggaggc cgtggacccc 1980 
ctgatgcgcc gggcggccaa gaccatcaac ttcggggtcc tctacggcat gtcggcccac 2040 
cgcctctccc aggagctagc catcccttac gaggaggccc aggccttcat tgagcgctac 2100 
tttcagagct tccccaaggt gcgggcctgg attgagaaga ccctggagga gggcaggagg 2160 
cgggggtacg tggagaccct cttcggccgc cgccgctacg tgccagacct agaggcccgg 2220 
gtgaagagcg tgcgggaggc ggccgagcgc atggccttca acatgcccgt ccagggcacc 2280 
gccgccgacc tcatgaagct ggctatggtg aagctcttcc ccaggctgga ggaaatgggg 2340 
gccaggatgc tccttcaggt cgccaacgag ctggtcctcg aggccccaaa agagagggcg 2400 
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gaggccgtgg cccggctggc caaggaggtc atggaggggg tgtatcccct ggccgtgccc 2460 
ctggaggtgg aggtggggat aggggaggac tggctctccg ccaaggagca ccaccaccac 2520 



<210> 241 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 241 

Met Asn Ser Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu 
20 25 30 

Lys Gly Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly 
35 40 45 

Phe Ala Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala 
50 55 60 

Val Phe Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala 
65 70 75 80 

Tyr Glu Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro 
85 90 95 

Arg Gin Leu Ala Leu He Lys Glu Leu Val Asp Leu Leu Gly Phe Thr 
100 105 110 

Arg Leu Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu 
115 120 125 

Ala Lys Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala 
130 135 140 

Asp Arg Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His 
145 150 155 160 

Pro Glu Gly His Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly 
165 170 175 

Leu Arg Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro 
180 185 190 

Ser Asp Asn Leu Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Leu 
195 200 205 

Lys Leu Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu 
210 215 220 

Asp Arg Val Lys Pro Glu Asn Val Arg Glu Lys He Lys Ala His Leu 
225 230 235 240 

Glu Asp Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu 



caccac 



2526 



245 



250 



255 
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Pro Leu Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Val Leu Ser Arg Pro Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Gly Gly Arg Val 
325 330 335 

His Arg Ala Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Leu Gly Leu Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu 
405 410 415 

Phe Ala Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp 
420 425 430 

Leu Tyr Arg Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser 
450 455 460 

Leu Glu Val Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Gly Leu Pro Ala He Lys Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Ser Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 



Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 
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Pro Leu Gly Gin Arg lie Arg Arg Ala Phe He Ala Glu Glu Gly Trp 
595 600 605 

Leu Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg 
625 630 635 640 

Asp He His Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Gin Ala Phe lie Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Glu Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala 
785 790 795 800 

Glu Ala Val Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Glu His His His His His His 



<210> 242 
<211> 2508 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 242 

atggaattca ccccactttt tgacctggag gaacccccca agcgggtgct tctggtggac 60 
ggccaccacc tggcctaccg caccttctat gccctgagcc tcaccacctc ccggggggag 120 
ccggtgcaga tggtctacgg cttcgcccgg agcctcctca aggccttgaa ggaggacgga 180 



835 



840 
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caggcggtgg tcgtggtctt tgacgccaag 
gcctacaagg cgggccgggc ccccaccccg 
aagcggctgg tggaccttct gggcctggtc 
gacgtcctgg gcaccctggc caagaaggcc 
acgggagacc gggacttctt ccagctcctc 
gggaccctgg tcaccccaaa ggacgtccag 
gtggacttcc gcgccctcac gggggaccgc 
ggggagaaga ccgcccttcg actcctcgca 
aacctggacc gggtaaagcc ggactcgctc 
ctccacctct ccttagacct ggcccgcatc 
aaggccctgc gccgcaggac ccccgacctg 
gagttcggaa gcctcctcca cgagttcggc 
gccccctggc ccccgcccga aggggccttc 
atgtgggcgg agcttctggc cctggcggcg 
agcccggttg aggccctggc cgacctcaag 
gccgttttgg ccctgcggga gggggtggcc 
gcctacctcc tggacccggc caacacccac 
gagttcacgg aggacgcagc ggagagggcc 
tttaaacggc tttccgagaa gctcctctgg 
cgggtcttgg cccacatgga ggcccggggg 
ctctcctttg agctggagaa ggagatggag 
ggccacccct tcaacctcaa ctcccgcgac 
ggcctcaccc cggtgggccg gacgcagaag 
ctggaggccc tccggggggc ccaccccatc 
tccaagctca aaagcaccta cctggacccc 
cggctccaca cccgcttcaa ccagacggcc 
cccaacctgc agaacatccc cgtgcgcacc 
gtggccgagg aggggtggct ccttttggcg 
ctggcccacc tctcggggga cgagaacctg 
cataccgaga ccgccgcctg gatgttcggc 
cgccgggcgg ccaagacggt caacttcggc 




gccccctcct tccgccacga ggcctacgag 240 
gaggacttcc cccgccagct cgccttggtc 300 
cgcctcgagg ccccggggta cgaggcggac 360 
gaaagggagg ggatggaggt gcgcatcctc 420 
tccgagaagg tctcggtcct cctgccggac 480 
gagaagtacg gggtgccccc ggagcgctgg 540 
tcggacaaca tccccggggt ggcggggata 600 
gagtggggga gcgtggaaaa cctcctgaag 660 
cggcgcaaga tagaggcgca cctcgaggac 720 
cgcaccgacc tccccctgga ggtggacttt 780 
gagggcctga gggccttttt ggaggagctg 840 
ctcctgggag gggagaagcc ccgggaggag 900 
gtgggcttcc tcctttcccg caaggagccc 960 
gcctcggagg gccgggtcca ccgggcaaca 1020 
gaggcccggg ggttcctggc caaggacctg 1080 
ctggacccca cggacgaccc cctcctggtg 1140 
cccgaggggg tggcccggcg ctacgggggc 1200 
ctcctctccg agaggctctt ccagaacctc 1260 
ctctaccagg aggtggagcg gcccctctcc 1320 
gtgaggctgg acgtccccct tctggaggcc 1380 
cgcctggagg gggaggtctt ccgtttggcc 1440 
cagctggaaa gggtcctctt tgacgagctg 1500 
acgggcaagc gctccaccgc ccagggggcc 1560 
gtggagctca tcctccagta ccgggagctt 1620 
ctgccccggc tcgtccaccc gcggacgggc 1680 
acggccacgg gaaggctttc cagctccgac 1740 
cccttggggc agcgcatccg caaggccttc 1800 
gcggactact cccagattga gctccgggtc 1860 
aagcgggtct tccgggaggg gaaggacatc 1920 
ttagaccccg ctctggtgga tccaaagatg 1980 
gtcctctacg ggatgtccgc ccacaggctc 2040 
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tcccaggagc tcggcataga ctacaaggag gcggaggcct ttattgagcg ctacttccag 2100 

agcttcccca aggtgcgggc ctggatagaa aggaccctgg aggagggccg gacgcggggc 2160 

tacgtggaga ccctgttcgg caggaggcgc tatgtgcccg acctggcctc ccgggtccgc 2220 

tcggtgcggg aggcggcgga gcggatggcc ttcaacatgc ccgtgcaggg caccgccgcc 2280 

gacctgatga agatcgccat ggtcaagctc ttccccaggc taaagcccct gggggcccac 2340 

ctcctcctcc aagtgcacaa cgagctggtc ctggaggtgc ccgaggaccg ggccgaggag 2400 

gccaaggccc tggtcaagga ggtcatggag aacgcctacc ccctggacgt gcccctcgag 2460 

gtggaggtgg gcgtgggtcg ggactggctg gaggcgaagc aggattga 2508 

<210> 243 
<211> 835 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 243 

Met Glu Phe Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
1 5 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
!45 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 
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Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Glu Gly Arg Val 
325 330 335 

His Arg Ala Thr Ser Pro Val Glu Ala Leu Ala Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Phe Leu Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Val Ala Leu Asp Pro Thr Asp Asp Pro Leu Leu Val Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ala Asn Thr His Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 , 395 400 

Glu Phe Thr Glu Asp Ala Ala Glu Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

Phe Gin Asn Leu Phe Lys Arg Leu Ser Glu Lys Leu Leu Trp Leu Tyr 
420 425 430 

Gin Glu Val Glu Arg Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
435 440 445 

Arg Gly Val Arg Leu Asp Val Pro Leu Leu Glu Ala Leu Ser Phe Glu 
450 455 460 

Leu Glu Lys Glu Met Glu Arg Leu Glu Gly Glu Val Phe Arg Leu Ala 
465 470 475 480 

Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 

Phe Asp Glu Leu Gly Leu Thr Pro Val Gly Arg Thr Gin Lys Thr Gly 
500 505 510 

Lys Arg Ser Thr Ala Gin Gly Ala Leu Glu Ala Leu Arg Gly Ala His 
515 520 525 



- 341 - 



Pro lie Val Glu Leu lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys 
530 535 540 

Ser Thr Tyr Leu Asp Pro Leu Pro Arg Leu Val His Pro Arg Thr Gly 
545 550 555 560 

Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 

Ser Ser Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
580 585 590 

Gly Gin Arg He Arg Lys Ala Phe Val Ala Glu Glu Gly Trp Leu Leu 
595 600 605 

Leu Ala Ala Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu 
610 615 620 

Ser Gly Asp Glu Asn Leu Lys Arg Val Phe Arg Glu Gly Lys Asp He 
625 630 635 640 

His Thr Glu Thr Ala Ala Trp Met Phe Gly Leu Asp Pro Ala Leu Val 
645 650 655 

Asp Pro Lys Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Gly He Asp Tyr 
675 680 685 

Lys Glu Ala Glu Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Arg Ala Trp He Glu Arg Thr Leu Glu Glu Gly Arg Thr Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala 
725 730 735 

Ser Arg Val Arg Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys He Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Lys Pro Leu Gly Ala His Leu Leu Leu Gin 
770 775 780 

Val His Asn Glu Leu Val Leu Glu Val Pro Glu Asp Arg Ala Glu Glu 
785 790 795 800 

Ala Lys Ala Leu Val Lys Glu Val Met Glu Asn Ala Tyr Pro Leu Asp 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Val Gly Arg Asp Trp Leu Glu Ala 
820 825 830 

Lys Gin Asp 
835 
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<210> 244 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

<400> 244 

cttccagaac ctctttaaac ggctttccga gaag 34 

<210> 245 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 245 

cttctcggaa agccgtttaa agaggttctg gaag 34 

<210> 246 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 246 

ccggtgggcc ggacgcagaa gacgggcaag c 31 

<210> 247 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 247 

gcttgcccgt cttctgcgtc cggcccaccg g 31 

<210> 248 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 248 

ctcctccaag tgcacaacga gctggtcctg g 31 

<210> 249 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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<400> 249 

ccaggaccag ctcgttgtgc acttggagga g 31 

<210> 250 
<211> 2499 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 250 

dLyy ddl_~ l_.t_.t_. 


LyLL^I^ U_UL 


tgagcccaag 


ggccgggtgc 


uucuyyuyyd cyyccaccac 


D U 


<_. L-yy i_cii_iw. 




tgccctgaag ggcctcacca 


ccdyccycyy yydyccyyuc 




<—ciyy t^yy uy u 


duyyy u u uy u 


caagagcctt 


ttgaaggcgc 


4~ a a fvrvri a a *t o /"» iT/"f /"f <r a 4- 4~ <*t 

uaayygaaya cyyyyauy uy 


ltJU 


rrt~ era. 1~ r*(Tt~ cici 
y uyd uu.y Lyy 


_,y u uy d*_*y 


caaggccccc 


tccttccgcc 


apparrappha /—«/-» -a fifir* z -1 a 

duudyduuud uydyyuuudu 


6 ft U 


a a rfrrrrrnnnr 




ccccgaggac 


tttccccggc 


a ft /"»4~ 4~ ft /*< 4~ 4~ a 4~ a a /t a /-t 

dyuu uyu-uu-u uducddyyciy 


inn 


3 1 - Cf cr t" cro a r* r* 




ggagcgcctc 


gaggtgccgg 


yuuuuyddyu yyduyduyuu 




v_. L.yyu.uduu>u> 


uy y uuctcty dct 


ggcggaaaag gaaggctacg 


ddyuycycdu ccucdccycy 


/ion 


y duuyyy du.u 


4™ 4™ 4™ a f* a f**r+ 4~ 
UUCdCCctyCU 


tctttcggag 


cgaatctcca 


tccttcaccc ggagggttac 




U U y cl U U ci U C U 


uyydy uyycu 


ttgggagaag 


tatgggctta 


agccttccca gtgggtggac 


ca n 
oft U 




uggccgggga 


cccttccgac 


aacatccccg 


gcgcgaaggg caucggggag 


en n 


ctcty duy y u»y y 


u-u.ddyu.uydu 


ccgggagtgg ggaagcctgg 


cldddCCUUCU UddyCdCCuy 


boU 


y ctcxL-ciyy uy ci 


ctaut uy u u u u 


cgtgcgggag 


aagatcctta 


ycCdCduyyd yydCCuCddy 


to n 


cuduccc uyy 


agcuaucccg 


ggtgcacacg gacttgctcc 


ttcaggtgga cttcgcccgg 


780 


cgc cgggagc 


cggaccggga 


ggggcttaag gcctttttgg 


agaggctgga gttcggaagc 


O /I A 

840 


ctcctccacg 


agttcggcct 


gttggaaagc 


ccggtggcgg 


cggaggaagc tccctggccg 


900 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


ctttcccgcc 


ccgagcccat gtgggcggag 


960 


cttaacgcct 


tggccgccgc 


ctgggaggga 


agggtttacc 


g99 c 99 a 99 a tcccttggag 


1020 


gccttgcggg 


ggcttgggga 


ggtgaggggg 


cttttggcca 


aggacctggc ggtgctggcc 


1080 


ctgagggaag 


ggattgccct 


ggcaccgggc 


gacgacccca 


tgctcctcgc ctacctcctg 


1140 


gatccttcca 


acaccgcccc 


cgaaggggta gcccggcgct 


acggggggga gtggaccgag 


1200 


gaggcggggg 


aaagggcgct 


gctttccgaa 


aggctttacg 


ccgccctcct gaagcggctt 


1260 


aagggggagg 


agaggcttct 


ttggctttac 


gaggaggtgg 


aaaagcccct ttcgcgggtc 


1320 


ctggcccaca 


tggaggccac 


gggggtacgg 


ttggatgtgg 


cctacttaaa ggccctttcc 


1380 


ctggaggtgg 


aggcggagat 


aaggcgcttc 


gaggaggagg 


tccaccgcct ggccgggcat 


1440 


cctttcaacc 


tgaactcccg 


ggaccagctg 


gaaagggtca 


tctttgacga gcttgggctt 


1500 
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cccgccatcg 


gcaagacgca 


gaagacgggc 


aagcgctcca 


ccagcgccgc 


cgttttggag 


1560 


gccttgcggg 


aggctcatcc 


catcgtggac 


cgcatccttc 


agtaccggga 


gctttccaag 


1620 


ctcaagggaa 


cctacatcga 


tcccttgcct 


gccctggtcc 


accccaagac 


gaaccgcctc 


1680 


cacacccgtt 


tcaaccagac 


ggccaccgcc 


acggggaggc 


ttagcagctc 


ggatcctaat 


1740 


ctgcaaaata 


tccccgtgcg 


cacccctttg 


ggccagcgga 


tccgccgggc 


cttcgtggcc 


1800 


gaggaggggt 


ggaggctggt 


ggttttggac 


tacagccaga 


ttgagctcag ggtcctggcg 


1860 


cacctttccg 


gggacgagaa 


cctaatccgg 


gtcttccagg 


agggccagga 


catccacacc 


1920 


cagacggcca 


gctggatgtt 


cggcgtgccc 


ccagaggccg 


tggattccct 


gatgcgccgg 


1980 


gcggccaaga 


ccatcaactt 


cggcgtcctc 


tacggcatgt 


ccgcccaccg gctttcggga 


2040 


gagctggcca 


tcccctacga 


ggaggcggtg 


gccttcatcg 


agcggtattt 


ccagagctac 


2100 


cccaaggtgc 


gggcctggat 


tgagaaaacc 


ctggcggaag 


gacgggaacg gggctatgtg 


2160 


gaaaccctct 


ttggccgccg 


gcgctacgtg 


cccgacttgg 


cttcccgggt 


gaagagcatc 


2220 


cgggaggcag 


cggagcgcat 


ggccttcaac 


atgccggtcc 


aggggaccgc 


cgcggatttg 


2280 


atgaaactgg 


ccatggtgaa 


gctctttccc 


aggcttcagg 


agctgggggc 


caggatgctt 


2340 


ttgcaggtgc 


acaacgaact 


ggtcctcgag 


gctcccaagg 


agcaagcgga ggaagtcgcc 


2400 


caggaggcca 


agcggaccat 


ggaggaggtg 


tggcccctga 


aggtgccctt 


ggaggtggaa 


2460 


gtgggcatcg 


gggaggactg 


gctttccgcc 


aaggcctag 






2499 



<210> 251 
<211> 832 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 251 

Met Glu Phe Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 
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Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Glu Gly Arg Val Tyr Arg Ala Glu 
325 330 335 

Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly lie Ala Leu Ala 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala Leu 
405 410 415 

Leu Lys Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu Glu 
420 425 430 
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• 



Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val Glu 
450 455 460 

Ala Glu He Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val He Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala He Gly Lys Thr Gin Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro He 
515 520 525 

Val Asp Arg He Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly Thr 
530 535 540 

Tyr He Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Asn Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg He Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val Val 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Gin Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Ser 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val Arg 
690 695 700 

Ala Trp He Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg 
725 730 735 

Val Lys Ser He Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 
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Phe Pro Arg Leu Gin Glu Leu Gly 
770 775 

Asn Glu Leu Val Leu Glu Ala Pro 
785 790 

Gin Glu Ala Lys Arg Thr Met Glu 
805 

Leu Glu Val Glu Val Gly He Gly 
820 



Ala Arg Met Leu Leu Gin Val His 
780 

Lys Glu Gin Ala Glu Glu Val Ala 
795 800 

Glu Val Trp Pro Leu Lys Val Pro 
810 815 

Glu Asp Trp Leu Ser Ala Lys Ala 
825 830 



<210> 252 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 252 

gccgccctcc tgaagcggct taaggg 26 

<210> 253 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 253 

cccttaagcc gcttcaggag ggcggc 26 

<210> 254 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 254 

atcggcaaga cgcagaagac gggcaagc 28 

<210> 255 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 255 

gcttgcccgt cttctgcgtc ttgccgat 2 8 
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<210> 256 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 256 

ttgcaggtgc acaacgaact ggtcctc 27 

<210> 257 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 257 

gaggaccagt tcgttgtgca cctgcaa 27 

<210> 258 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 258 
atgaattcca 


ccccactttt 


tgacctggag 


gaacccccca 


agcgggtgct 


tctggtggac 


60 


ggccaccacc 


tggcctaccg 


caccttctat 


gccctgagcc 


tcaccacctc 


ccggggggag 


120 


ccggtgcaga 


tggtctacgg 


cttcgcccgg 


agcctcctca 


aggccttgaa 


ggaggacgga 


180 


caggcggtgg 


tcgtggtctt 


tgacgccaag 


gccccctcct 


tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cgggccgggc 


ccccaccccg 


gaggacttcc 


cccgccagct 


cgccttggtc 


300 


aagcggctgg 


tggaccttct 


gggcctggtc 


cgcctcgagg 


ccccggggta 


cgaggcggac 


360 


gacgtcctgg 


gcaccctggc 


caagaaggcc 


gaaagggagg 


ggatggaggt 


gcgcatcctc 


420 


acgggagacc 


gggacttctt 


ccagctcctc 


tccgagaagg 


tctcggtcct 


cctgccggac 


480 


gggaccctgg 


tcaccccaaa 


ggacgtccag 


gagaagtacg 


gggtgccccc 


ggagcgctgg 


540 


gtggacttcc 


gcgccctcac 


gggggaccgc 


tcggacaaca 


tccccggggt 


ggcggggata 


600 


ggggagaaga 


ccgcccttcg 


actcctcgca 


gagtggggga 


gcgtggaaaa 


cctcctgaag 


660 


aacctggacc 


gggtaaagcc 


ggactcgctc 


cggcgcaaga 


tagaggcgca 


cctcgaggac 


720 


ctccacctct 


ccttagacct 


ggcccgcatc 


cgcaccgacc 


tccccctgga 


ggtggacttt 


780 


aaggccctgc 


gccgcaggac 


ccccgacctg 


gagggcctga 


gggccttttt 


ggaggagctg 


840 


gagttcggaa 


gcctcctcca 


cgagttcggc 


ctcctgggag 


gggagaagcc 


ccgggaggag 


900 


gccccctggc 


ccccgcccga 


aggggccttc 


gtgggcttcc 
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tcctttcccg 


caaggagccc 


960 



t 

atgtgggcgg agcttctggc cctggcggcg 

gaccccttgg cggggctaaa ggacctcaag 

gccgtcttgg cctcgaggga ggggctagac 

gcctacctcc tggacccttc gaacaccacc 

gagtggacgg aggacgccgc ccaccgggcc 

cttaagcgcc tcgaggggga ggagaagctc 

ctctcccggg tcctggccca tatggaggcc 

caggcccttt ccctggagct tgcggaggag 

ttggcgggcc accccttcaa cctcaactcc 

gagcttaggc ttcccgcctt gaagaagacg 

gcggtgctgg aggccctacg ggaggcccac 

gagctcacca agctcaagaa cacctacgtg 

acgggccgcc tccacacccg cttcaaccag 

tccgacccca acctgcagaa catccccgtc 

gccttcgtgg ccgaggcggg ttgggcgttg 

cgcgtcctcg cccacctctc cggggacgaa 

gacatccaca cccagaccgc aagctggatg 

ctgatgcgcc gggcggccaa gacggtgaac 

aggctctccc aggagcttgc catcccctac 

ttccaaagct tccccaaggt gcgggcctgg 

cggggctacg tggaaaccct cttcggaaga 

gtgaagagcg tcagggaggc cgcggagcgc 

gccgccgacc tcatgaagct cgccatggtg 

gcccgcatgc tcctccaggt cgccaacgag 

gaggaggtgg cggctttggc caaggaggcc 

ctggaggtgg aggtggggat gggggaggac 

caccac 

<210> 259 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
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gcctcgggcg 


gccgcgtgca 


ccgggcagca 


1020 


gaggtccggg 


gcctcctcgc 


caaggacctc 


1080 


ctcgtgcccg 


gggacgaccc 


catgctcctc 


1140 


cccgaggggg 


tggcgcggcg 


ctacgggggg 


1200 


ctcctctcgg 


agaggctcca 


tcggaacctc 


1260 


ctttggctct 


accacgaggt 


ggaaaagccc 


1320 


accggggtac 


ggcgggacgt 


ggcctacctt 


1380 


atccgccgcc 


tcgaggagga 


ggtcttccgc 


1440 


cgggaccagc 


tggaaagggt 


gctctttgac 


1500 


aagaagacag 


gcaagcgctc 


caccagcgcc 


1560 


cccatcgtgg 


agaagatcct 


ccagcaccgg 


1620 


gaccccctcc 


caagcctcgt 


ccacccgagg 


1680 


acggccacgg 


ccacggggag 


gcttagtagc 


1740 


cgcaccccct 


tgggccagag 


gatccgccgg 


1800 


gtggccctgg 


actatagcca 


gatagagctc 


1860 


aacctgatca 


gggtcttcca 


ggaggggaag 


1920 


ttcggcgtcc 


ccccggaggc 


cgtggacccc 


1980 


ttcggcgtcc 


tctacggcat 


gtccgcccat 


2040 


gaggaggcgg 


tggcctttat 


agagcgctac 


2100 


atagaaaaga 


ccctggagga 


ggggaggaag 


2160 


aggcgctacg 


tgcccgacct 


caacgcccgg 


2220 


atggccttca 


acatgcccgt 


ccagggcacc 


2280 


aagctcttcc 


cccgcctccg 


ggagatgggg 


2340 


ctcctcctgg 


aggcccccca 


a gcgcgggcc 


2400 


a tggagaagg 


cctatcccct 


cgccgtgccc 


2460 


tggctttccg 


ccaagggtca 


ccaccaccac 


2520 
2526 



Synthetic 



<400> 259 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 110 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg lie Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 

Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn lie Pro Gly Val Ala Gly lie Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys lie Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg lie Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 
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Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Ala Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val 
340 345 350 

Arq Gly Leu Leu Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly 
355 360 365 

Leu Asp Leu Val Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu 
405 410 415 

His Arg Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp 
420 425 430 

Leu Tyr His Glu Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser 
450 455 460 

Leu Glu Leu Ala Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 
485 490 495 

Val Leu Phe Asp Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Asn Thr Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp 
595 600 605 

Ala Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys 
625 630 635 640 



352 



t 



Asp He His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys 
705 710 715 720 

Arq Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Asn Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala 
785 790 795 800 

Glu Glu Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Gly His His His His His His 
835 840 

<210> 260 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 260 

atgaattccc tgcccctctt tgagcccaag ggccgggtgc ttctggtgga cggccaccac 60 
ctggcctacc gtaccttttt tgccctgaag ggcctcacca ccagccgcgg ggagccggtc 120 
caggcggtgt acgggtttgc caagagcctt ttgaaggcgc taagggaaga cggggatgtg 180 
gtgatcgtgg tgtttgacgc caaggccccc tccttccgcc accagaccta cgaggcctac 240 
aaggcggggc gggctcccac ccccgaggac tttccccggc agcttgccct tatcaaggag 300 
atggtggacc ttttgggcct ggagcgcctc gaggtgccgg gctttgaagc ggatgacgtc 360 
ctggctaccc tggccaagaa ggcggaaaag gaaggctacg aagtgcgcat cctcaccgcg 420 
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gaccgggacc 


tttaccagct 


tctttcggag 


ctgatcaccc 


cggagtggct 


ttgggagaag 


taccgggcct 


tggccgggga 


cccttccgac 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


gaacaggtga 


aacctgcctc 


cgtgcgggag 


ctatccctgg 


agctatcccg 


ggtgcacacg 


cgccgggagc 


cggaccggga 


ggggcttaag 


ctcctccacg 


agttcggcct 


gttggaaagc 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


cttaacgcct 


tggccgccgc 


ctggggcggc 


gggctaaagg 


acctcaagga 


ggtccggggc 


tcgagggagg 


ggctagacct 


cgtgcccggg 


gacccttcga 


acaccacccc 


cgagggggtg 


gacgccgccc 


accgggccct 


cctctcggag 


gagggggagg 


agaagctcct 


ttggctctac 


ctggcccata 


tggaggccac 


cggggtacgg 


ctggagcttg 


cggaggagat 


ccgccgcctc 


cccttcaacc 


tcaactcccg 


ggaccagctg 


cccgccttga 


agaagacgaa 


gaagacaggc 


gccctacggg 


aggcccaccc 


catcgtggag 


ctcaagaaca 


cctacgtgga 


ccccctccca 


cacacccgct 


tcaaccagac 


ggccacggcc 


ctgcagaaca 


tccccgtccg 


cacccccttg 


gaggcgggtt 


gggcgttggt 


ggccctggac 


cacctctccg 


gggacgaaaa 


cctgatcagg 


cagaccgcaa 


gctggatgtt 


cggcgtcccc 


gcggccaaga 


cggtgaactt 


cggcgtcctc 


gagcttgcca 


tcccctacga 


ggaggcggtg 


cccaaggtgc 


gggcctggat 


agaaaagacc 


gaaaccctct 


tcggaagaag 


gcgctacgtg 


agggaggccg 


cggagcgcat 


ggccttcaac 




cgaatctcca 


tccttcaccc 


ggagggttac 


480 


tatgggctta 


agccttccca 


gtgggtggac 


540 


aacatccccg 


gcgtgaaggg 


catcggggag 


600 


ggaagcctgg 


aaaaccttct 


taagcacctg 


660 


aagatcctta 


gccacatgga 


ggacctcaag 


720 


gacttgctcc 


ttcaggtgga 


cttcgcccgg 


780 


gcctttttgg 


agaggctgga 


gttcggaagc 


840 


ccggtggcgg 


cggaggaagc 


tccctggccg 


900 


ctttcccgcc 


ccgagcccat 


gtgggcggag 


960 


cgcgtgcacc 


gggcagcaga 


ccccttggcg 


1020 


ctcctcgcca 


aggacctcgc 


cgtcttggcc 


1080 


gacgacccca 


tgctcctcgc 


ctacctcctg 


1140 


gcgcggcgct 


acggggggga 


gtggacggag 


1200 


aggctccatc 


ggaacctcct 


taagcgcctc 


1260 


cacgaggtgg 


aaaagcccct 


ctcccgggtc 


1320 


cgggacgtgg 


cctaccttca 


ggccctttcc 


1380 


gaggaggagg 


tcttccgctt 


ggcgggccac 


1440 


gaaagggtgc 


tctttgacga 


gcttaggctt 


1500 


aagcgctcca 


ccagcgccgc 


ggtgctggag 


1560 


aagatcctcc 


agcaccggga 


gctcaccaag 


1620 


agcctcgtcc 


acccgaggac 


gggccgcctc 


1680 


acggggaggc 


ttagtagctc 


cgaccccaac 


1740 


ggccagagga 


tccgccgggc 


cttcgtggcc 


1800 


tatagccaga 


tagagctccg 


cgtcctcgcc 


1860 


gtcttccagg 


aggggaagga 


catccacacc 


1920 


ccggaggccg 


tggaccccct 


gatgcgccgg 


1980 


tacggcatgt 


ccgcccatag 


gctctcccag 


2040 


gcctttatag 


agcgctactt 


ccaaagcttc 


2100 


ctggaggagg 


ggaggaagcg 


gggctacgtg 


2160 


cccgacctca 


acgcccgggt 


gaagagcgtc 


2220 


atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 
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atgaagctcg ccatggtgaa gctcttcccc cgcctccggg agatgggggc ccgcatgctc 2340 
ctccaggtcg ccaacgagct cctcctggag gccccccaag cgcgggccga ggaggtggcg 2400 
gctttggcca aggaggccat ggagaaggcc tatcccctcg ccgtgcccct ggaggtggag 2460 
gtggggatgg gggaggactg gctttccgcc aagggtcacc accaccacca ccac 2514 

<210> 261 
<211> 838 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 261 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val He Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu He Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 HO 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg He Ser He Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn He 
180 185 190 

Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Ala Lys Leu He Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys He Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 
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Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Ala 
325 330 335 

Asp Pro Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp Leu Val 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr His Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Arg Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu Leu Ala 
450 455 460 

Glu Glu He Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Arg Leu Pro Ala Leu Lys Lys Thr Lys Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro He 
515 520 525 

Val Glu Lys He Leu Gin His Arg Glu Leu Thr Lys Leu Lys Asn Thr 
530 535 540 

Tyr Val Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 



565 



570 



575 
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Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg He Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn Ala Arg 
725 730 735 

Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin Val Ala 
770 775 780 

Asn Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu Val Ala 
785 790 795 800 

Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala Lys Gly 
820 825 830 

His His His His His His 
835 

<210> 262 
<211> 2526 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
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atgaattcca ccccactttt tgacctggag gaacccccca agcgggtgct tctggtggac 60 
ggccaccacc tggcctaccg caccttctat gccctgagcc tcaccacctc ccggggggag 120 
ccggtgcaga tggtctacgg cttcgcccgg agcctcctca aggccttgaa ggaggacgga 180 
caggcggtgg tcgtggtctt tgacgccaag gccccctcct tccgccacga ggcctacgag 240 
gcctacaagg cgggccgggc ccccaccccg gaggacttcc cccgccagct cgccttggtc 300 
aagcggctgg tggaccttct gggcctggtc cgcctcgagg ccccggggta cgaggcggac 360 
gacgtcctgg gcaccctggc caagaaggcc gaaagggagg ggatggaggt gcgcatcctc 420 
acgggagacc gggacttctt ccagctcctc tccgagaagg tctcggtcct cctgccggac 480 
gggaccctgg tcaccccaaa ggacgtccag gagaagtacg gggtgccccc ggagcgctgg 540 
gtggacttcc gcgccctcac gggggaccgc tcggacaaca tccccggggt ggcggggata 600 
ggggagaaga ccgcccttcg actcctcgca gagtggggga gcgtggaaaa cctcctgaag 660 
aacctggacc gggtaaagcc ggactcgctc cggcgcaaga tagaggcgca cctcgaggac 720 
ctccacctct ccttagacct ggcccgcatc cgcaccgacc tccccctgga ggtggacttt 780 
aaggccctgc gccgcaggac ccccgacctg gagggcctga gggccttttt ggaggagctg 840 
gagttcggaa gcctcctcca cgagttcggc ctcctgggag gggagaagcc ccgggaggag 900 
gccccctggc ccccgcccga aggggccttc gtgggcttcc tcctttcccg caaggagccc 960 
atgtgggcgg agcttctggc cctggcggcg gcctcgggcg gccgcgtcca ccgggccccc 1020 
gagccttata aagccctcag ggacctgaag gaggcgcggg ggcttctcgc caaagacctg 1080 
agcgttctgg ccctgaggga aggccttggc ctcccgcccg gcgacgaccc catgctcctc 1140 
gcctacctcc tggacccttc gaacaccacc cccgaggggg tggcccggcg ctacggcggg 1200 
gagtggacgg aggaggcggg ggagcgggcc gccctttccg agaggctctt cgccaacctg 1260 
cttaagaggc ttgaggggga ggagaggctc ctttggcttt accgggaggt ggagaggccc 1320 
ctttccgctg tcctggccca tatggaggcc acgggggtgc gcctggacgt ggcctatctc 1380 
agggccttgt ccctggaggt ggccgaggag atcgcccgcc tcgaggccga ggtcttccgc 1440 
ctggccggcc accccttcaa cctcaactcc cgggaccagc tggaaagggt cctctttgac 1500 
gagctagggc ttcccgccat caagaagacg caaaagaccg gcaagcgctc caccagcgcc 1560 
gccgtcctgg aggccctccg cgaggcccac cccatcgtgg agaagatcct gcagtaccgg 1620 
gagctcacca agctgaagag cacctacatt gaccccttgc cggacctcat ccaccccagg 1680 
acgggccgcc tccacacccg cttcaaccag acggccacgg ccacgggcag gctaagtagc 1740 
tccgatccca acctccagaa catccccgtc cgcaccccgc ttgggcagag gatccgccgg 1800 
gccttcatcg ccgaggaggg gtggctattg gtggccctgg actatagcca gatagagctc 1860 
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agggtgctgg cccacctctc cggcgacgag aacctgatcc gggtcttcca ggaggggcgg 1920 
gacatccaca cggagaccgc cagctggatg ttcggcgtcc cccgggaggc cgtggacccc 1980 
ctgatgcgcc gggcggccaa gaccatcaac ttcggggtcc tctacggcat gtcggcccac 2040 
cgcctctccc aggagctagc catcccttac gaggaggccc aggccttcat tgagcgctac 2100 
tttcagagct tccccaaggt gcgggcctgg attgagaaga ccctggagga gggcaggagg 2160 
cgggggtacg tggagaccct cttcggccgc cgccgctacg tgccagacct agaggcccgg 2220 
gtgaagagcg tgcgggaggc ggccgagcgc atggccttca acatgcccgt ccagggcacc 22 80 
gccgccgacc tcatgaagct ggctatggtg aagctcttcc ccaggctgga ggaaatgggg 2340 
gccaggatgc tccttcaggt cgccaacgag ctggtcctcg aggccccaaa agagagggcg 2400 
gaggccgtgg cccggctggc caaggaggtc atggaggggg tgtatcccct ggccgtgccc 2460 
ctggaggtgg aggtggggat aggggaggac tggctctccg ccaaggagca ccaccaccac 2520 

2526 

caccac 

<210> 263 
<211> 842 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

<400> 263 ^ ^ 

Met Asn Ser Thr Pro Leu Phe Asp Leu Glu Glu Pro Pro Lys Arg Val 
15 10 15 

Leu Leu Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Tyr Ala Leu 
20 25 30 

Ser Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Met Val Tyr Gly Phe 
35 40 45 

Ala Arg Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Gin Ala Val Val 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu Val Lys Arg Leu Val Asp Leu Leu Gly Leu Val Arg Leu 
100 105 HO 

Glu Ala Pro Gly Tyr Glu Ala Asp Asp Val Leu Gly Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Arg Glu Gly Met Glu Val Arg He Leu Thr Gly Asp Arg 
130 135 140 

Asp Phe Phe Gin Leu Leu Ser Glu Lys Val Ser Val Leu Leu Pro Asp 
145 150 155 160 
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Gly Thr Leu Val Thr Pro Lys Asp Val Gin Glu Lys Tyr Gly Val Pro 
165 170 175 

Pro Glu Arg Trp Val Asp Phe Arg Ala Leu Thr Gly Asp Arg Ser Asp 
180 185 190 

Asn He Pro Gly Val Ala Gly He Gly Glu Lys Thr Ala Leu Arg Leu 
195 200 205 

Leu Ala Glu Trp Gly Ser Val Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Asp Ser Leu Arg Arg Lys He Glu Ala His Leu Glu Asp 
225 230 235 240 

Leu His Leu Ser Leu Asp Leu Ala Arg He Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Phe Lys Ala Leu Arg Arg Arg Thr Pro Asp Leu Glu Gly 
260 265 270 

Leu Arg Ala Phe Leu Glu Glu Leu Glu Phe Gly Ser Leu Leu His Glu 
275 280 285 

Phe Gly Leu Leu Gly Gly Glu Lys Pro Arg Glu Glu Ala Pro Trp Pro 
290 295 300 

Pro Pro Glu Gly Ala Phe Val Gly Phe Leu Leu Ser Arg Lys Glu Pro 
305 310 315 320 

Met Trp Ala Glu Leu Leu Ala Leu Ala Ala Ala Ser Gly Gly Arg Val 
325 330 335 

His Arg Ala Pro Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala 
340 345 350 

Arg Gly Leu Leu Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly 
355 360 365 

Leu Gly Leu Pro Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu 
370 375 380 

Asp Pro Ser Asn Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly 
385 390 395 400 

Glu Trp Thr Glu Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu 
405 410 415 

Phe Ala Asn Leu Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp 
420 425 430 

Leu Tyr Arg Glu Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met 
435 440 445 

Glu Ala Thr Gly Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser 
450 455 460 

Leu Glu Val Ala Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg 
465 470 475 480 

Leu Ala Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg 



485 



490 



495 
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Val Leu Phe Asp Glu Leu Gly Leu Pro Ala He Lys Lys Thr Gin Lys 
500 505 510 

Thr Gly Lys Arg Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu 
515 520 525 

Ala His Pro He Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys 
530 535 540 

Leu Lys Ser Thr Tyr He Asp Pro Leu Pro Asp Leu He His Pro Arg 
545 550 555 560 

Thr Gly Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly 
565 570 575 

Arg Leu Ser Ser Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr 
580 585 590 

Pro Leu Gly Gin Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp 
595 600 605 

Leu Leu Val Ala Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala 
610 615 620 

His Leu Ser Gly Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg 
625 630 635 640 

Asp He His Thr Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu 
645 650 655 

Ala Val Asp Pro Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly 
660 665 670 

Val Leu Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He 
675 680 685 

Pro Tyr Glu Glu Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe 
690 695 700 

Pro Lys Val Arg Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg 
705 710 715 720 

Arg Gly Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp 
725 730 735 

Leu Glu Ala Arg Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 750 

Phe Asn Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 765 

Met Val Lys Leu Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu 
770 775 780 

Leu Gin Val Ala Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala 
785 790 795 800 
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Glu Ala Val Ala Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro 
805 810 815 

Leu Ala Val Pro Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu 
820 825 830 

Ser Ala Lys Glu His His His His His His 
835 840 

<210> 264 
<211> 2514 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<400> 264 
atgaattccc 


tgcccctctt 


tgagcccaag 


ggccgggtgc 


t.uccggcgga. cyyc^dt-uo.*- 


fin 


ctggcctacc 


gtaccttttt 


tgccctgaag 


ggcctcacca 


ccagccgcgg yyayccyyuu 


120 


caggcggtgt 


acgggtttgc 


caagagcctt 


ttgaaggcgc 


taagggaaga cggggatgug 


i Rn 

-LOW 


gtgatcgtgg 


tgtttgacgc 


caaggccccc 


tccttccgcc 


accagaccta cgaggcct.a.c 


*± u 


aaggcggggc 


gggctcccac 


ccccgaggac 


tttccccggc 


agcttgccct tatcaaggag 




atggtggacc 


ttttgggcct 


ggagcgcctc 


gaggtgccgg 


gctttgaagc ggatgacgcc 


jO V 


ctggctaccc 


tggccaagaa 


ggcggaaaag 


gaaggctacg 


aagtgcgcac cctcaccgcg 


/OA 
U 


gaccgggacc 


tttaccagct 


tctttcggag 


cgaatctcca 


tccttcaccc ggagggttac 


A Q f\ 


ctgatcaccc 


cggagtggct 


ttgggagaag 


tatgggctta 


agccttccca gtgggtggac 


C A A 


taccgggcct 


tggccgggga 


cccttccgac 


aacatccccg 


gcgtgaaggg catcggggag 


600 


aagacggcgg 


ccaagctgat 


ccgggagtgg 


ggaagcctgg 


aaaaccttct taagcacctg 


660 


gaacaggtga 


aacctgcctc 


cgtgcgggag 


aagatcctta 


gccacatgga ggacctcaag 


720 


ctatccctgg 


agctatcccg 


ggtgcacacg 


gacttgctcc 


ttcaggtgga cttcgcccgg 


780 


cgccgggagc 


cggaccggga 


ggggcttaag 


gcctttttgg 


agaggctgga gttcggaagc 


840 


ctcctccacg 


agttcggcct 


gttggaaagc 


ccggtggcgg 


cggaggaagc tccctggccg 


900 


ccccccgagg 


gagccttcgt 


ggggtacgtt 


ctttcccgcc 


ccgagcccat gtgggcggag 


960 


cttaacgcct 


tggccgccgc 


ctggggcggc 


cgcgtccacc 


gggcccccga gccttataaa 


1020 


gccctcaggg 


acctgaagga 


ggcgcggggg 


cttctcgcca 


aagacctgag cgttctggcc 


1080 


ctgagggaag 


gccttggcct 


cccgcccggc 


gacgacccca 


tgctcctcgc ctacctcctg 


1140 


gacccttcga 


acaccacccc 


cgagggggtg 


gcccggcgct 


acggcgggga gtggacggag 


1200 


gaggcggggg 


agcgggccgc 


cctttccgag 


aggctcttcg 


ccaacctgct taagaggctt 


1260 


gagggggagg 


agaggctcct 


ttggctttac 


cgggaggtgg 


agaggcccct ttccgctgtc 


1320 
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ctggcccata 


tggaggccac 


gggggtgcgc 


ctggacgtgg 


cctatctcag 


ggccttgtcc 


1380 


ctggaggtgg 


ccgaggagat 


cgcccgcctc 


gaggccgagg 


tcttccgcct 


ggccggccac 


1440 


cccttcaacc 


tcaactcccg 


ggaccagctg 


gaaagggtcc 


tctttgacga 


gctagggctt 


1500 


cccgccatca 


agaagacgca 


aaagaccggc 


aagcgctcca 


ccagcgccgc 


cgtcctggag 


1560 


gccctccgcg 


aggcccaccc 


catcgtggag 


aagatcctgc 


agtaccggga 


gctcaccaag 


1620 


ctgaagagca 


cctacattga 


ccccttgccg 


gacctcatcc 


accccaggac 


gggccgcctc 


1680 


cacacccgct 


tcaaccagac 


ggccacggcc 


acgggcaggc 


taagtagctc 


cgatcccaac 


1740 


ctccagaaca 


tccccgtccg 


caccccgctt 


gggcagagga 


tccgccgggc 


cttcatcgcc 


1800 


gaggaggggt 


ggctattggt 


ggccctggac 


tatagccaga 


tagagctcag 


ggtgctggcc 


1860 


cacctctccg 


gcgacgagaa 


cctgatccgg 


gtcttccagg 


aggggcggga 


catccacacg 


1920 


gagaccgcca 


gctggatgtt 


cggcgtcccc 


cgggaggccg 


tggaccccct 


gatgcgccgg 


1980 


gcggccaaga 


ccatcaactt 


cggggtcctc 


tacggcatgt 


cggcccaccg 


cctctcccag 


2040 


gagctagcca 


tcccttacga 


ggaggcccag 


gccttcattg 


agcgctactt 


tcagagcttc 


2100 


cccaaggtgc 


gggcctggat 


tgagaagacc 


ctggaggagg 


gcaggaggcg ggggtacgtg 


2160 


gagaccctct 


tcggccgccg 


ccgctacgtg 


ccagacctag 


aggcccgggt 


gaagagcgtg 


2220 


cgggaggcgg 


ccgagcgcat 


ggccttcaac 


atgcccgtcc 


agggcaccgc 


cgccgacctc 


2280 


atgaagctgg 


ctatggtgaa 


gctcttcccc 


aggctggagg 


aaatgggggc 


caggatgctc 


2340 


cttcaggtcg 


ccaacgagct 


ggtcctcgag 


gccccaaaag 


agagggcgga 


ggccgtggcc 


2400 


cggctggcca 


aggaggtcat 


ggagggggtg 


tatcccctgg 


ccgtgcccct 


ggaggtggag 


2460 


gtggggatag 


gggaggactg 


gctctccgcc 


aaggagcacc 


accaccacca 


ccac 


2514 



<210> 265 
<211> 838 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 265 

Met Asn Ser Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val lie Val Val 
50 55 60 




- 363 - 



4 ft 



Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 

Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu lie Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 110 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tyr Gin Leu Leu Ser Glu Arg lie Ser lie Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn lie 
180 185 190 

Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Ala Lys Leu lie Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys lie Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Gly Gly Arg Val His Arg Ala Pro 
325 330 335 

Glu Pro Tyr Lys Ala Leu Arg Asp Leu Lys Glu Ala Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ser Val Leu Ala Leu Arg Glu Gly Leu Gly Leu Pro 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Thr Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 
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Glu Ala Gly Glu Arg Ala Ala Leu Ser Glu Arg Leu Phe Ala Asn Leu 
405 410 415 

Leu Lys Arg Leu Glu Gly Glu Glu Arg Leu Leu Trp Leu Tyr Arg Glu 
420 425 430 

Val Glu Arg Pro Leu Ser Ala Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Arg Ala Leu Ser Leu Glu Val Ala 
450 455 460 

Glu Glu He Ala Arg Leu Glu Ala Glu Val Phe Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala He Lys Lys Thr Gin Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro He 
515 520 525 

Val Glu Lys He Leu Gin Tyr Arg Glu Leu Thr Lys Leu Lys Ser Thr 
530 535 540 

Tyr lie Asp Pro Leu Pro Asp Leu He His Pro Arg Thr Gly Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn He Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg He Arg Arg Ala Phe He Ala Glu Glu Gly Trp Leu Leu Val Ala 
595 600 605 

Leu Asp Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu He Arg Val Phe Gin Glu Gly Arg Asp He His Thr 
625 630 635 640 

Glu Thr Ala Ser Trp Met Phe Gly Val Pro Arg Glu Ala Val Asp Pro 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr He Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr Glu Glu 
675 680 685 

Ala Gin Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys Val Arg 
690 695 700 

Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Arg Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Glu Ala Arg 



725 



730 



735 
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Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala 
740 745 

Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala 
755 760 

Phe Pro Arg Leu Glu Glu Met Gly Ala Arg Met Leu 
770 775 780 

Asn Glu Leu Val Leu Glu Ala Pro Lys Glu Arg Ala 
785 790 795 

Arg Leu Ala Lys Glu Val Met Glu Gly Val Tyr Pro 
805 810 

Leu Glu Val Glu Val Gly He Gly Glu Asp Trp Leu 
820 825 

His His His His His His 
835 

<210> 266 
<211> 2505 
<212> DNA 

<213> Thermus thermophilus 
<400> 266 



atggaggcga 


tgcttccgct 


ctttgaaccc 


aaaggccggg tcctcctggt 


ggacggccac 




cacctggcct 


accgcacctt 


cttcgccctg 


aagggcctca ccacgagccg 


gggcgaaccg 


120 


gtgcaggcgg 


tctacggctt 


cgccaagagc 


ctcctcaagg ccctgaagga ggacgggtac 


180 


aaggccgtct 


tcgtggtctt 


tgacgccaag 


gccccctcct tccgccacga 


ggcctacgag 


240 


gcctacaagg 


cggggagggc 


cccgaccccc 


gaggacttcc cccggcagct 


cgccctcatc 


300 


aaggagctgg 


tggacctcct 


ggggtttacc 


cgcctcgagg tccccggcta 


cgaggcggac 


360 


gacgttctcg 


ccaccctggc 


caagaaggcg 


gaaaaggagg ggtacgaggt gcgcatcctc 


420 


accgccgacc 


gcgacctcta 


ccaactcgtc 


tccgaccgcg tcgccgtcct 


ccaccccgag 


480 


ggccacctca 


tcaccccgga 


gtggctttgg 


gagaagtacg gcctcaggcc 


ggagcagtgg 


540 


gtggacttcc 


gcgccctcgt 


gggggacccc 


tccgacaacc tccccggggt 


caagggcatc 


600 


ggggagaaga 


ccgccctcaa 


gctcctcaag 


gagtggggaa gcctggaaaa 


cctcctcaag 


660 


aacctggacc 


gggtaaagcc 


agaaaacgtc 


cgggagaaga tcaaggccca 


cctggaagac 


720 


ctcaggctct 


ccttggagct 


ctcccgggtg 


cgcaccgacc tccccctgga ggtggacctc 


780 


gcccaggggc 


gggagcccga 


ccgggagggg 


cttagggcct tcctggagag 


gctggagttc 


840 


ggcagcctcc 


tccacgagtt 


cggcctcctg 


gaggcccccg cccccctgga 


ggaggccccc 


900 


tggcccccgc 


cggaaggggc 


cttcgtgggc 


ttcgtcctct cccgccccga 


gcccatgtgg 


960 


gcggagctta 


aagccctggc 


cgcctgcagg 


gacggccggg tgcaccgggc 


agcagacccc 


1020 


ttggcggggc 


taaaggacct 


caaggaggtc 


cggggcctcc tcgccaagga 


cctcgccgtc 


1080 
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Phe Asn Met Pro 
750 

Met Val Lys Leu 
765 

Leu Gin Val Ala 



Glu Ala Val Ala 
800 

Leu Ala Val Pro 
815 

Ser Ala Lys Glu 
830 



ttggcctcga 


gggaggggct 


agacctcgtg 


ctcctggacc 


cctccaacac 


cacccccgag 


acggaggacg 


ccgcccaccg 


ggccctcctc 


cgcctcgagg 


gggaggagaa 


gctcctttgg 


cgggtcctgg 


cccacatgga 


ggccaccggg 


ctttccctgg 


agcttgcgga 


ggagatccgc 


ggccacccct 


tcaacctcaa 


ctcccgggac 


aggcttcccg 


ccttggggaa 


gacgcaaaag 


ctggaggccc 


tacgggaggc 


ccaccccatc 


accaagctca 


agaacaccta 


cgtggacccc 


cgcctccaca 


cccgcttcaa 


ccagacggcc 


cccaacctgc 


agaacatccc 


cgtccgcacc 


gtggccgagg 


cgggttgggc 


gttggtggcc 


ctcgcccacc 


tctccgggga 


cgaaaacctg 


cacacccaga 


ccgcaagctg 


gatgttcggc 


cgccgggcgg 


ccaagacggt 


gaacttcggc 


tcccaggagc 


ttgccatccc 


ctacgaggag 


agcttcccca 


aggtgcgggc 


ctggatagaa 


tacgtggaaa 


ccctcttcgg 


aagaaggcgc 


agcgtcaggg 


aggccgcgga 


gcgcatggcc 


gacctcatga 


agctcgccat 


ggtgaagctc 


atgctcctcc 


aggtccacga 


cgagctcctc 


gtggcggctt 


tggccaagga 


ggccatggag 


gtggaggtgg 


ggatggggga 


ggactggctt 



<210> 267 

<211> 834 

<212> PRT 

<213> Thermus aquaticus 




cccggggacg 


accccatgct 


cctcgcctac 


1140 


ggggtggcgc 


ggcgctacgg gggggagtgg 


1200 


tcggagaggc 


tccatcggaa 


cctccttaag 


1260 


ctctaccacg 


aggtggaaaa gcccctctcc 


1320 


gtacggctgg 


acgtggccta 


ccttcaggcc 


1380 


cgcctcgagg 


aggaggtctt 


ccgcttggcg 


1440 


cagctggaaa 


gggtgctctt 


tgacgagctt 


1500 


acaggcaagc 


gctccaccag 


cgccgcggtg 


1560 


gtggagaaga 


tcctccagca 


ccgggagctc 


1620 


ctcccaagcc 


tcgtccaccc 


gaggacgggc 


1680 


acggccacgg 


ggaggcttag 


tagctccgac 


1740 


cccttgggcc 


agaggatccg 


ccgggccttc 


1800 


ctggactata 


gccagataga gctccgcgtc 


1860 


atcagggtct 


tccaggaggg gaaggacatc 


1920 


gtccccccgg 


aggccgtgga 


ccccctgatg 


1980 


gtcctctacg 


gcatgtccgc 


ccataggctc 


2040 


gcggtggcct 


ttatagagcg 


ctacttccaa 


2100 


aagaccctgg 


aggaggggag 


gaagcggggc 


2160 


tacgtgcccg 


acctcaacgc 


ccgggtgaag 


2220 


ttcaacatgc 


ccgtccaggg 


caccgccgcc 


2280 


ttcccccgcc 


tccgggagat 


gggggcccgc 


2340 


ctggaggccc 


cccaagcgcg 


ggccgaggag 


2400 


aaggcctatc 


ccctcgccgt 


gcccctggag 


2460 


tccgccaagg 


gttag 




2505 
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<400> 267 

Met Glu Ala Met Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu 
15 10 15 

Val Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly 
20 25 30 

Leu Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala 
35 40 45 

Lys Ser Leu Leu Lys Ala Leu Lys Glu Asp Gly Tyr Lys Ala Val Phe 
50 55 60 

Val Val Phe Asp Ala Lys Ala Pro Ser Phe Arg His Glu Ala Tyr Glu 
65 70 75 80 

Ala Tyr Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin 
85 90 95 

Leu Ala Leu lie Lys Glu Leu Val Asp Leu Leu Gly Phe Thr Arg Leu 
100 105 110 

Glu Val Pro Gly Tyr Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys 
115 120 125 

Lys Ala Glu Lys Glu Gly Tyr Glu Val Arg lie Leu Thr Ala Asp Arg 
130 135 140 

Asp Leu Tyr Gin Leu Val Ser Asp Arg Val Ala Val Leu His Pro Glu 
145 150 155 160 

Gly His Leu lie Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Arg 
165 170 175 

Pro Glu Gin Trp Val Asp Phe Arg Ala Leu Val Gly Asp Pro Ser Asp 
180 185 190 

Asn Leu Pro Gly Val Lys Gly lie Gly Glu Lys Thr Ala Leu Lys Leu 
195 200 205 

Leu Lys Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys Asn Leu Asp Arg 
210 215 220 

Val Lys Pro Glu Asn Val Arg Glu Lys lie Lys Ala His Leu Glu Asp 
225 230 235 240 

Leu Arg Leu Ser Leu Glu Leu Ser Arg Val Arg Thr Asp Leu Pro Leu 
245 250 255 

Glu Val Asp Leu Ala Gin Gly Arg Glu Pro Asp Arg Glu Gly Leu Arg 
260 265 270 

Ala Phe Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly 
275 280 285 

Leu Leu Glu Ala Pro Ala Pro Leu Glu Glu Ala Pro Trp Pro Pro Pro 
290 295 300 
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Glu Gly Ala Phe 
305 



Val Gly Phe Val Leu Ser Arg Pro Glu Pro Met Trp 
310 315 320 



Ala Glu Leu Lys Ala Leu Ala Ala Cys Arg Asp Gly Arg Val His Arg 
325 330 335 



Ala Ala Asp Pro 
340 



Leu Ala Gly Leu Lys Asp Leu Lys Glu Val Arg Gly 
345 350 



Leu Leu Ala Lys 
355 



Asp Leu Ala Val Leu Ala Ser Arg Glu Gly Leu Asp 
360 365 



Leu Val Pro Gly 
370 



Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro 
375 380 



Ser Asn Thr Thr 
385 



Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp 
390 395 400 



Thr Glu Asp Ala Ala His Arg Ala Leu Leu Ser Glu Arg Leu His Arg 
405 410 415 



Asn Leu Leu Lys 
420 



Arg Leu Glu Gly Glu Glu Lys Leu Leu Trp Leu Tyr 
425 430 



His Glu Val Glu 
435 



Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala 
440 445 



Thr Gly Val Arg 
450 



Leu Asp Val Ala Tyr Leu Gin Ala Leu Ser Leu Glu 
455 460 



Leu Ala Glu Glu 
465 



lie Arg Arg Leu Glu Glu Glu Val Phe Arg Leu Ala 
470 475 480 



Gly His Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val Leu 
485 490 495 



Phe Asp Glu Leu 
500 



Arg Leu Pro Ala Leu Gly Lys Thr Gin Lys Thr Gly 
505 510 



Lys Arg Ser Thr 
515 



Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His 
520 525 



Pro lie Val Glu 
530 



Lys lie Leu Gin His Arg Glu Leu Thr Lys Leu Lys 
535 540 



Asn Thr Tyr Val 
545 



Asp Pro Leu Pro Ser Leu Val His Pro Arg Thr Gly 
550 555 560 



Arg Leu His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu 
565 570 575 



Ser Ser Ser Asp 
580 



Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu 
585 590 



Gly Gin Arg He 
595 



Arg Arg Ala Phe Val Ala Glu Ala Gly Trp Ala Leu 
600 605 



Val Ala Leu Asp 
610 



Tyr Ser Gin He Glu Leu Arg Val Leu Ala His Leu 
615 620 



Ser Gly Asp Glu 
625 



Asn Leu He Arg Val Phe Gin Glu Gly Lys Asp He 
630 635 640 
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His Thr Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val 
645 650 655 

Asp Pro Leu Met Arg Arg Ala Ala Lys Thr Val Asn Phe Gly Val Leu 
660 665 670 

Tyr Gly Met Ser Ala His Arg Leu Ser Gin Glu Leu Ala He Pro Tyr 
675 680 685 

Glu Glu Ala Val Ala Phe He Glu Arg Tyr Phe Gin Ser Phe Pro Lys 
690 695 700 

Val Ara Ala Trp He Glu Lys Thr Leu Glu Glu Gly Arg Lys Arg Gly 
705 710 715 720 

Tyr Val Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Asn 
725 730 735 

Ala Arq Val Lys Ser Val Arg Glu Ala Ala Glu Arg Met Ala Phe Asn 
740 745 750 

Met Pro Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val 
755 760 765 

Lys Leu Phe Pro Arg Leu Arg Glu Met Gly Ala Arg Met Leu Leu Gin 
770 775 780 

Val His Asp Glu Leu Leu Leu Glu Ala Pro Gin Ala Arg Ala Glu Glu 
785 790 795 800 

Val Ala Ala Leu Ala Lys Glu Ala Met Glu Lys Ala Tyr Pro Leu Ala 
805 810 815 

Val Pro Leu Glu Val Glu Val Gly Met Gly Glu Asp Trp Leu Ser Ala 
820 825 830 



Lys Gly 



<210> 268 
<211> 832 
<212> PRT 

<213> Artificial Sequence 

<220> . . 

<223> Description of Artificial Sequence: Synthetic 

<400> 268 , TT . 

Met Glu Phe Leu Pro Leu Phe Glu Pro Lys Gly Arg Val Leu Leu Val 
15 10 15 

Asp Gly His His Leu Ala Tyr Arg Thr Phe Phe Ala Leu Lys Gly Leu 
20 25 30 

Thr Thr Ser Arg Gly Glu Pro Val Gin Ala Val Tyr Gly Phe Ala Lys 
35 40 45 

Ser Leu Leu Lys Ala Leu Arg Glu Asp Gly Asp Val Val He Val Val 
50 55 60 

Phe Asp Ala Lys Ala Pro Ser Phe Arg His Gin Thr Tyr Glu Ala Tyr 
65 70 75 80 
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Lys Ala Gly Arg Ala Pro Thr Pro Glu Asp Phe Pro Arg Gin Leu Ala 
85 90 95 

Leu He Lys Glu Met Val Asp Leu Leu Gly Leu Glu Arg Leu Glu Val 
100 105 HO 

Pro Gly Phe Glu Ala Asp Asp Val Leu Ala Thr Leu Ala Lys Lys Ala 
115 120 125 

Glu Lys Glu Gly Tyr Glu Val Arg He Leu Thr Ala Asp Arg Asp Leu 
130 135 140 

Tvr Gin Leu Leu Ser Glu Arg He Ser He Leu His Pro Glu Gly Tyr 
145 150 155 160 

Leu He Thr Pro Glu Trp Leu Trp Glu Lys Tyr Gly Leu Lys Pro Ser 
165 170 175 

Gin Trp Val Asp Tyr Arg Ala Leu Ala Gly Asp Pro Ser Asp Asn He 
180 185 190 

Pro Gly Val Lys Gly He Gly Glu Lys Thr Ala Ala Lys Leu He Arg 
195 200 205 

Glu Trp Gly Ser Leu Glu Asn Leu Leu Lys His Leu Glu Gin Val Lys 
210 215 220 

Pro Ala Ser Val Arg Glu Lys He Leu Ser His Met Glu Asp Leu Lys 
225 230 235 240 

Leu Ser Leu Glu Leu Ser Arg Val His Thr Asp Leu Leu Leu Gin Val 
245 250 255 

Asp Phe Ala Arg Arg Arg Glu Pro Asp Arg Glu Gly Leu Lys Ala Phe 
260 265 270 

Leu Glu Arg Leu Glu Phe Gly Ser Leu Leu His Glu Phe Gly Leu Leu 
275 280 285 

Glu Ser Pro Val Ala Ala Glu Glu Ala Pro Trp Pro Pro Pro Glu Gly 
290 295 300 

Ala Phe Val Gly Tyr Val Leu Ser Arg Pro Glu Pro Met Trp Ala Glu 
305 310 315 320 

Leu Asn Ala Leu Ala Ala Ala Trp Glu Gly Arg Val Tyr Arg Ala Glu 
325 330 335 

Asp Pro Leu Glu Ala Leu Arg Gly Leu Gly Glu Val Arg Gly Leu Leu 
340 345 350 

Ala Lys Asp Leu Ala Val Leu Ala Leu Arg Glu Gly He Ala Leu Ala 
355 360 365 

Pro Gly Asp Asp Pro Met Leu Leu Ala Tyr Leu Leu Asp Pro Ser Asn 
370 375 380 

Thr Ala Pro Glu Gly Val Ala Arg Arg Tyr Gly Gly Glu Trp Thr Glu 
385 390 395 400 

Glu Ala Gly Glu Arg Ala Leu Leu Ser Glu Arg Leu Tyr Ala Ala Leu 
405 410 415 
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Leu Glu Arg Leu Lys Gly Glu Glu Arg Leu Leu Trp Leu Tyr Glu Glu 
420 425 430 

Val Glu Lys Pro Leu Ser Arg Val Leu Ala His Met Glu Ala Thr Gly 
435 440 445 

Val Arg Leu Asp Val Ala Tyr Leu Lys Ala Leu Ser Leu Glu Val Glu 
450 455 460 

Ala Glu lie Arg Arg Phe Glu Glu Glu Val His Arg Leu Ala Gly His 
465 470 475 480 

Pro Phe Asn Leu Asn Ser Arg Asp Gin Leu Glu Arg Val lie Phe Asp 
485 490 495 

Glu Leu Gly Leu Pro Ala lie Gly Lys Thr Glu Lys Thr Gly Lys Arg 
500 505 510 

Ser Thr Ser Ala Ala Val Leu Glu Ala Leu Arg Glu Ala His Pro lie 
515 520 525 

Val Asp Arg lie Leu Gin Tyr Arg Glu Leu Ser Lys Leu Lys Gly Thr 
530 535 540 

Tyr lie Asp Pro Leu Pro Ala Leu Val His Pro Lys Thr Asn Arg Leu 
545 550 555 560 

His Thr Arg Phe Asn Gin Thr Ala Thr Ala Thr Gly Arg Leu Ser Ser 
565 570 575 

Ser Asp Pro Asn Leu Gin Asn lie Pro Val Arg Thr Pro Leu Gly Gin 
580 585 590 

Arg lie Arg Arg Ala Phe Val Ala Glu Glu Gly Trp Arg Leu Val Val 
595 600 605 

Leu Asp Tyr Ser Gin lie Glu Leu Arg Val Leu Ala His Leu Ser Gly 
610 615 620 

Asp Glu Asn Leu lie Arg Val Phe Gin Glu Gly Gin Asp lie His Thr 
625 630 635 640 

Gin Thr Ala Ser Trp Met Phe Gly Val Pro Pro Glu Ala Val Asp Ser 
645 650 655 

Leu Met Arg Arg Ala Ala Lys Thr lie Asn Phe Gly Val Leu Tyr Gly 
660 665 670 

Met Ser Ala His Arg Leu Ser Gly Glu Leu Ala lie Pro Tyr Glu Glu 
675 680 685 

Ala Val Ala Phe lie Glu Arg Tyr Phe Gin Ser Tyr Pro Lys Val Arg 
690 695 700 

Ala Trp lie Glu Lys Thr Leu Ala Glu Gly Arg Glu Arg Gly Tyr Val 
705 710 715 720 

Glu Thr Leu Phe Gly Arg Arg Arg Tyr Val Pro Asp Leu Ala Ser Arg 
725 730 735 

Val Lys Ser lie Arg Glu Ala Ala Glu Arg Met Ala Phe Asn Met Pro 
740 745 750 
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Val Gin Gly Thr Ala Ala Asp Leu Met Lys Leu Ala Met Val Lys Leu 
755 760 765 

Phe Pro Arg Leu Gin Glu Leu Gly Ala Arg Met Leu Leu Gin Val His 
770 775 780 

Asp Glu Leu Val Leu Glu Ala Pro Lys Glu Gin Ala Glu Glu Val Ala 
785 790 795 800 

Gin Glu Ala Lys Arg Thr Met Glu Glu Val Trp Pro Leu Lys Val Pro 
805 810 815 

Leu Glu Val Glu Val Gly lie Gly Glu Asp Trp Leu Ser Ala Lys Ala 
820 825 830 



<210> 269 
<211> 63 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 269 

gcgcggcggc gggtgtggtg gttacgcgca gcgtgaccgc tacacttgcc agcgccctag 60 
cgc ^ 3 

<210> 270 
<211> 30 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 270 

gcgctagggc gctggcaagt gtagcggtca 30 

<210> 271 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 271 

gatcgctgcg cgtaaccacc acacccgcgc cgcgc 35 

<210> 272 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 272 

ggactctgcc tcaagacggt agtcaacgtg 30 
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<210> 273 

<211> 16 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

<400> 273 

cacgttgact accgtc 16 

<210> 274 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 274 

catgtcaagc agtcctaact ttgaggcaga gtcc 34 

<210> 275 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 275 

cagaccatga attccacccc actttttgac ctggag 36 

<210> 276 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 276 

gtggacgcgg ccgcccgagg ccgccgccag ggccag 36 

<210> 277 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 277 

cagaccatga attccctgcc cctctttgag cccaag 36 
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<210> 278 

<211> 36 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 278 

gtaaaccgcg ccgccccagg cggcggccaa ggcgtt 
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